GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



May 14, 2005, 05:41:31 ; Search time 353 Seconds 

(without alignments) 
710.847 Million cell updates/sec 



Title: US-09-883-839-l-C67_COPY_4 7_87 

Perfect score: 41 

Sequence: 1 tcccctccgcctgacgctcc ctctgtctcagccaggactg 41 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1 . 0 

Searched: 5662332 seqs, 3060109652 residues 

Total number of hits satisfying chosen parameters: 11324664 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB.seq:* 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2__6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBC0MB . seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB . seq : * 
10: /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 
12 : /cgn2__6/ptodata/2/pubpna/US09_NEW__PUB . seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 
1 5 : /cgn2_6 /ptoda t a / 2 /pubpna /US 1 0C_PUBCOMB . seq : * 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB . seq : * 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 
19: / cgn2_6 /ptoda t a / 2 /pubpna /US 1 0_NEW_PUB . s eq : * 
20 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq : * 
21 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 
22 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 

Pred. No. is. the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



May 14, 2005, 05:08:06 ; Search time 570 Seconds 

(without alignments) 
3485.375 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US -09-883 -839- l-C67_COPY_4 7_87 
41 

1 tcccctccgcctgacgctcc ctctgtctcagccaggactg 41 



Scoring table-: 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 
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gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o 

Result Query 

No. Score Match Length DB ID Description 



1 39'. 4 96.1 1473 9 HSU12569 

2 39.4 96.1 1610 6 AR106017 

3 39.4 96.1 1610 9 HUMOPIOIDA 



U12569 Human mu op 
AR106017 Sequence 
L29301 Homo sapien 
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Run on: 



May 14, 2005, 05:08:06 ; Search time 280 Seconds 

(without alignments) 
866-819 Million cell updates/sec 



Title: 



Sequence : 



US-09-883-839-1-C67 COPY 47 87 



Perfect score: 41 



1 tcccctccgcctgacgctcc ctctgtctcagccaggactg 41 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters; 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8780412 



Database : 



N_Geneseq_16Dec04 ; 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : 
geneseqn2001bs : 
geneseqn2002as : 
geneseqn2002bs : 
geneseqn2003as : 
geneseqn2003bs : 
geneseqn2003cs 
geneseqn2003ds 
geneseqn2004as 
geneseqn2 004bs 



: * 
: * 
. ★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



Jo, 


Score 


Match 


Length 


DB 


ID 


Description 


1 


39 


.4 


96 


1 


1431 


6 


ABS54812 


Abs54812 cDNA enco 


2 


39 


.4 


96 


1 


1473 


6 


ABS54816 


Abs54816 cDNA enco 


3 


39 


.4 


96 


1 


1610 


2 


AAQ89226 


Aaq89226 Human mu 


4 


39 


.4 


96 


1 


1610 


3 


AAA59503 


Aaa59503 cDNA enco 


5 


39 


4 


96 


1 


1610 


13 


ADR44881 


Adr44881 Human mu 


6 


39 


4 


96 


1 


2149 


6 


ABS54815 


Abs54 815 cDNA enco 


7 


39 


4 


96 


1 


2160 


2 


AAQ93102 


Aaq93102 Human mu 


8 


39 


4 


96 


1 


2162 


2 


AAV61995 


Aav61995 Human mu- 


9 


39 


4 


96 


1 


2162 


2 


AAV61991 


Aav61991 Human mu- 


10 


39 


4 


96 


1 


2162 


2 


AAV61988 


Aav61988 Human mu- 


11 


39 


4 


96 


1 


2162 


2 


AAV61984 


Aav61984 Human mu- 





1 o 


"5 Q 


A 
. H. 


yb , 


. X 


z X bz 


z 


AA V b X y y 4 


Aavbiyy4 nuin3n mu- 






Q 


A 
. *± 


yo . 


. X 


9 1 C 9 

z X oz 


z 


AAVb X y o / 


AdVbxyy / nuiTian mu- 




Xri 


Q 


A 


yo ■ 


. X 


9 1 f^9 
Z X o z 


z 


AA V o X y y z 


AdVbxyyz riuinan mu- 






^ Q 


A 
. ri 


yo . 


1 

, X 


9 1 ^^9 
Z X o z 


Z 


AA V o X y y u 


Aavoxyyu riuina.n mu- 




X D 




A 
. *i 


yo . 


. X 


9 1 #^9 
Z X o z 


Z 


A A \7£: 10 0 7 

AA V o X y y J 


AaVDxyyj nuiuan mu- 






? Q 


4 
. 1 


-/ D . 


1 

. X 


9 1 9 
z X oz 


9 
z 


Zi^\7<^ 1 Oft c; 
AH V D X y O J 


a3"\rCl Q Q UiiTTiaT*! mil 

AdvoxyoD nurncin uiu- 




1 ft 




A 
. *± 


-7 O . 


1 

. X 


9 1 fi9 
z X oz 


9 
z 


2ia\7d Oft Q 


i^civoxyoy 111x1110.11 iiiu 




1 Q 


7 Q 


4 
. 1 


y D . 


T 

. X 


91^9 
z X oz 




ziZi7ft ftd n c\ 

r\t\£jO O ft / u 


Ad z 0 0 ft / u numcin luu 




9 n 
z u 


7 Q 


A 
. ^ 


yo < 


1 

. X 


9 1 tf; 9 
z X oz 


b 


AOA-X ft y D-5 


A VnIt 1 /I Q C 0 LTiimra-r^ ty>i i 

ADA X 4 y b J numari inu 




Z X 


Q 


A 
. ft 


yt) . 


. X 


9 1 C 9 

z X bz 


Q 

o 


AdZi4 z b y / 


AjjZ4zby / riuman opi 




z z 


"X Q 


. *± 


Q C 

yb . 


1 

, X 


9 1 C 9 

z X bz 


X U 


AJJL^z Xb J4 


AaczXDj4 Human una 




Z J 


Q 


A 


y o . 


1 

. X 


9 1 ^^9 
Z X o z 


X u 


AV.-AD b / O X 


ACabb/csx Human siy 




z *± 


7 Q 


. ^ 


y D . 


. X 


9 1 f^9 
Z X O Z 


1 9 

xz 


AUX D b D / / 


AGxbbb / /• Human poi 




9 c; 
Z J 




/I 


yb . 


. X 


9 1 9 
Z X OZ 


1 9 
XZ 


AUU J U U X J 


Aao-5Uuxj Human (jFL 




9f; 

Z D 




A 


yo . 


, X 


997Q 

z z / y 


O 
O 


A A PiC: 1 9 9 C 

AAUO X Z Z O 


A-n/^CI OOC Uiim^v-i 0 Oft/I 

Aaubizzb Human KbM 




97 




A 
• *± 


y o . 


1 

, ± 


Q4. 9^; 

jft Z D 


X O 


i-iJJKfi ft 0 O D 


Aair44oJb rlV opiox 


L- 


9R 
z o 


7 Q 


A 
. *± 


y D . 


. X 


y DO y 


X o 


A FiD A 4 ft A 9 
AUKfi 4 0 ft Z 


Aair44o4z riV-Nbfci-H 




9 Q 
z ^ 




A 


y o < 


1 

, X 


1 HA 79 
X Uft / Z 


X J 


A HD A A Q T C 
AJJKft ft t3 / b 


Aar44o /b FxasmiG p 




n 
o u 


'i '7 


Q 
. O 


Q9 

yz . 


, z 


O 1 CO 

z X bz 


z 


A A ^/C 1 O Q C 

AAVb X y o b 


Aavbiyoo Human mu- 


c 


J X 


J u 


A 


1 A 
1 ft . 


. X 


b4 y4 


b 


AbLij J J y J 


ADiijj93 Human imm 


c 


9 
O z 


"x n 


A 




, X 


bi y 4 


b 


A A no Q "2 Q 1 

AAJJz o J y X 


AaazoJyi Human cne 


c 




9 ^; 

Z D 


A 
. *± 


bft . 


A 


R Q "5 

0 yj 


1 o 
Xz 




Acnb74iiy Human gen 






9fi 
Z D 


. z 




q 

. y 


1 ft ft 1 

X O O X 


X O 


A HD A A Q R n 
AUKfi ft O D U 


Aair4 4obU roircxne m 






9R 

Z D 


. o 


DZ . 


A 
, rt 


7 Q Q n 
J y y u 


D 




AasoUobJ JJIMA encOQ 


t_ 


J D 


Z J 


. D 


oz . 


A 
, rr 


7 Q Q n 
o y y u 


X u 


a nr'T 9 a "2 c 

AU\^ J Z ft o b 


Adc32436 Human nov 




'^7 


25 


.6 


9 
oz . 


A 
, rt 


A 1 1 7 
*± X X J 


X J 


A T\o n 7 T T n 

M.UKU / X X u 


Aajru/xxu ruxx xeng 


c 


o o 


25 


.6 


oz . 


A 

, *± 


4 1 R9 

fx X D Z 


1 "X 

X J 


ALJKU / X Uft 


Aaxu /XU4 ruxx xeng 




39 


23 


.4 


57 . 


, 1 


1415 


13 




Z\Hy~44ft44 R/^tt"! no mii 
iT-kJ. X *± 1 o f± ft DUvXilC lllU. 




40 


23 


. 4 


57. 


, 1 


1618 


2 


AAQ89222 


Aaq89222 Rat mu op 




41 


23 


.4 


57 . 


, 1 


1618 


2 


AAQ89223 


Aaq89223 Transcrip 




42 


23 


.4 


57 . 


, 1 


1618 


3 


AAA59499 


Aaa594 99 cDNA enco 


C 


43 


23 


56. 


, 1 


2467 


4 


ABL09033 


Abl09033 Drosophil 


c 


44 


23 


56'. 


, 1 


11508 


4 


ABL09032 


Abl09032 Drosophil 


c 


45 


22 


.8 


55 . 


,6 


304905 


11 


ADP75180 


Adp75180 Human End 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



May 14, 2005, 05:08:06 ; Search time 82,4 Seconds 

(without alignments) 
814.167 Million cell updates/sec 

US-09-883-839-l-C67_COPy_4 7_87 
41 

1 tcccctccgcctgacgctcc ctctgtctcagccaggactg 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1 . 0 

1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2405568 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB.seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_CGMB.seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB.seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_C0MB . seq: * 

6 : /cgn2_6/ptodata/l/ina/back:f ilesl .seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


39 


4 


96 


1 


1610 . 


3 


US-08-889-108-7 


Sequence 


7, Appli 


2 


39 


4 


96 


1 


1610 


5 


PCT-US94-10358-7 


Sequence 


7, Appli 


3 


39 


4 


96 


1 


2160 


3 


US-08-188-275A-1 


Sequence 


1, Appli 


4 


39 


4 


96 


1 


2162 


3 


US-09-351-198-1 


Sequence 


1, Appli 


5 


39 


4 


96 


1 


2162 


3 


US-09-113-426-1 


Sequence 


1, Appli 


6 


39 


4 


96 


1 


2162 


4 


US-09-016-434-1379 


Sequence 


1379, Ap 


7 


39 


4 


96 


1 


2162 


4 


US-09-355-709C-7 


Sequence 


7 , Appl i 


8 


23 


8 


58 


0 


97989 


4 


US-09-949-016-13208 


Sequence 


13208, A 


9 


23 


4 


57 


1 


1618 


3 


US-08-889-108-1 


Sequence 


1, Appli 


10 


23 


4 


57 


1 


1618 


3 


US-08-889-108-3 


Sequence 


3, Appli 


11 


23 


4 


57 


1 


1618 


3 


US-08-120-601B-1 


Sequence 


1, Appli 





± Z 


9 

z o 


A 




. X 


xd xo 


o 


T TC 


08 


-120 


-dUXo-o 


beQuence 


3 , Appl i 






9 "X 
z o 


/I 
. rt 


R7 


. X 


1 f^l ft 

X D X O 


D 


DPT 


'-US94- 


1 0 '5 RQ 1 
X Uo DO - X 


becjuence 


1 , App 1 i 






9 

Z J) 


A 
• *± 


R7 


1 

. X 


T (^1 ft 

X D X O 




PPT 


'-US94- 


1 07 Rft - 
X Uo 0 0 0 


C 1 qt*i ^ Q 

bctjucncc 


3 , App 1 i 




J. D 




9 7 
z o 


D O . 


. X 


DUX 






u y 


- Q4 Q 

y ft y 


-01 ^-1 0Q747 

-uxo xuyofi / 


bequence 


1 0 Q 7 A 7 
X uy o4 / , 




J. D 




9 7 

Z J 


D O . 


. X 


Q7Q 




T TQ - 


u y 


-970 
^ / u 


-7(^7 - R^^R 
/D / oDD 


bequence 


D b 0 , App 








9 7 
z o 




. X 


Q7 Q 


A 




u y 


-970 

z / u 


-"7 e^n 1RQA7 
/D / -XoOft / 


C /'>ri 1 /-I 

bequence 


1 c: Q A T a 
1 DO 4 / , A 




1 ft 




9 7 
z o 


D O < 


1 

> X 


XDri D 




T TQ - 


HQ 
u y 


- Q4 Q 

y ft y 


_OT A7R7 
-UXD Xft / D 1 


C ^/^l 1 

bequencc 


1 A 7 R 7 a 
14 / O / , A 




1 Q 


99 

4& Z 


£: 


D O < 


1 

> X 


1 nn9 Q 

X VJ uz ^ 






HQ 
U 3 


- Q4 Q 

y ft y 


-01 ^^-1 1 ft4(^ 
-UXD XXOftD 


• bequence 


1 1 Q A a 
110 4b, A 




9 n 


9 9 
Z Z 


. O 


D D . 


. X 


1 rin9 Q 

X UUZ y 


ft 


T TC 


u y 


y ft y 


-UXD-XbX4U 


SequencB 


lb 14 u , A 




9 1 
Z X 


99 
Z Z 


. o 


D D . 


, X 


J X X y y . 




T TC 


U -7 


- Q4 Q 
y*±y 


-UXd- XooXd 


Sequence 


T c 1 £r A 
loolo, A 




99 
z z 


99 
z z 


. Z 




, X 


RR*^ 9 Q 
DDoZ O 


A 


T TC 


u y 


- Q4 Q 

- -7 ft y 


Ol^:; 19'7A'7 

-UXd-Xz /4 / 


Sequence 


Iz /4 / , A 




9T 


99 


9 




1 

. X 




1 




u y 


- Q4 Q 

y ft y 


-OT(^-171A*^ 
— UXD X / XftD 


bequence 


1 T 1 A c a 
1 / 14 b , A 


r* 


24 


2 1 


Q 
. o 


JO . 


9 


DUX 


4 


TIC - 


u y 


Q4 Q 

- y ft y 


-Olf^-177119 
UXD X / / XXZ 


bequence 


17 7 1 1 9 
1 / / 1 1 Z , 




9 


9 1 


o 
. o 


J J . 


. z 


7ft R'^ 
/ o D o 


4 


T TC - 


u y 


- Q4 Q 

y ft y 


-Oi 909A 

UXD XZUOfl 


bequence 


Iz Uo4 , A 




9fi 


9 1 

Z X 


o 
. o 


Rl 


, z 


7ft R 


4 


T TC - 


u y 


_ Q4 Q 

y ft y 


-Olf; 1A99R 
-UXD-XftZZo 


bequence 


1 >i 0 0 c: A 
14 Z Z D , A 




97 
z / 


9 1 
Z X 


o 
. o 


R 7 


9 
. z 


Cl 9 4 A 


4 
ft 


T TC 


U ^ 


- Q4 Q 
y ft y 


- U X D - X 00 UZ ■ 


Sequence 


1 £r 0 A 0 A 

IdoOz, A 




9R 


2 1 




R9 

oz , 


7 


7 R 

O O D 


4 


ITQ - 


v y 


- 9 1 
D Z X 


-y / D xoooo 


bequence 


T 9 9 0 c A 
loo 0 D , A 




9Q 


21 


• D 


R9 


7 


D D -7 O O 


4 




u y 


R A /I 


-0-70D XX 


bcquciice 


1 1 a-r^-r^l 
1 1 , App 1 






9 1 

^ X 


. D 


R9 
oz . 


/ 


£: ^ Q 7 O 
D D -7 O O 


4 
ft 


T TC - 


u y 


- b4 J 


7 7 1 Q 11 
/ / Xd-XX 


Sequence 


1 1 , App 1 






9 1 

^ X 


£r 

. D 


R9 

oz . 




/ Z Urt -7 


4 
fi 


TTC 


u y 


R4 4 
- oft ft 


0 Q Q n Q 

-0 yoD- y 


Sequence 


y , Appl 1 




1 9 
J Z 


9 1 
Z X 


. D 


DZ . 


, / 


/z U4 y 




T TC 

Ub - 


u y 


~ ofto 


- / / lb - y 


Sequence 


9 , Appl i 




O J 


9 1 
Z X 


(Z 
. D 


R9 

OZ . 


1 


1 A n Q j4 A 
Xft Uo^^ 


ft 


T TC 

Ub - 


n Q 

u y 


Q4 Q 

- y ft y 


-UlD-X41yy 


Sequence 


T /I T A A A 

14199, A 




O *± 


9 1 

Z X 


. r± 


R9 
oz . 


9 

. z 


7ft ft T 
O O O X 


-) 


T TC 

Ub 


n Q 
u y 


OA 9 
- Uft Z 


7 R 7 7 C Q 

-000 -oby 


Sequence 


0 b y , App 


C 


o D 


9 1 
Z X 




DZ . 


9 


'5 Q Q 1 
O O O X 


o 


T TC 

Ub - 


Uo 


'7 Q 
- / DO 


-4 X /A-z 1 / 


Sequence 


217, App 


\^ 


J D 


9 1 

Z X 


A 

• 


R 9 
OZ . 


9 

, Z 


1 T Q Q Q 

X o y y y 


O 


T TC 

Ub - 


08 


-444 


- d4 4 -z4 


Sequence 


z4 , Appl 


/-I 


7 


9 1 

Z X 


. ri 


R9 
DZ . 


9 

. Z 


1 9 Q Q Q 

X J y y y 


O 


T TC 

Ub - 


08 


-232 


- Z 4 b A - z 4 


Sequence 


z4 , Appl 




-5 O 


9 1 

^ X 




R9 

DZ . 


9 

. z 


794 R R 
/ Z ri D D 


4 

ft 


T TC 

Ub 


09 


-949 


01c inQ'i 

-uxb-io / yo 


Sequence 


T 0 T Q 0 A 

lo / yj , A 


c 


39 


21 


. 4 


52 . 


, 2 


104475 


4 


US- 


09 


-949 


-01fi-l911S 


C^m 1 ^Tir^P> 


1 9 1 1 R A 

X ^ X X 0 , r\ 


c 


40 


21 


. 4 


52. 


, 2 


111282 


3 


us- 


09 


-754 


-250-3 


Sequence 


3, Appli 


c 


41 


21 


.2 


51 . 


, 7 


42610 


4 


us- 


09 


-949 


-016-13882 


Sequence 


13882, A 


c 


42 




21 


51 . 


.2 


601 


4 


us- 


09 


-949 


-016-205678 


Sequence 


205678, 


c 


43 




21 


51. 


.2 


601 


4 


us- 


09 


-949 


-016-205679 


Sequence 


205679, 


c 


44 




21 


51. 


,2 


601 


4 


us- 


09 


-949 


-016-205680 


Sequence 


205680, 


c 


45 




21 


51. 


.2 


601 


4 


US- 


09 


-949 


-016-205681 


Sequence 


205681, 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



May 14, 2005, 05:08:06 ; Search time 2468.2 Seconds 

(without alignments) 
632.297 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-883-839-l-C67_COPY_4 7_87 
41 

1 tcccctccgcctgacgctcc ctctgtctcagccaggactg 41 



Scoring table: 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 



68479088 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 



1 


gb 


_estl 


* 


2 


gb 


_est2 




3 


gb 


_htC:* 


4 


gb 


_est3 


* 


5 


gb 


_est4 


* 


6 


gb 


_est5 


★ 


7 


gb 


_est6 




8 


gb 


_gssl 




9 


gb 


_gss2 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


39.4 


96 


1 


582 


5 


BP346782 


BP346782 


BP346782 


c 


2 


25.6 


62 


4 


546 


2 


BE302852 


BE302852 


ba70a03 .y 


c 


3 


25.6 


62 


4 


601 


2 


BF026883 


BF026883 


601670928 


c 


4 


25.6 


62 


4 


602 


5 


BX474301 


BX474301 


DKFZp6860 


c 


5 


25.6 


62 


4 


627 


2 


BE302610 


BE302610 


ba73a06.y 




6 


25,4 


62 


0 


234 


9 


CL567180 


CL567180 


OB Ba003 




7 


25.4 


62 


0 


306 


9 


CL580031 


CL580031 


OB Ba003 




8 


25.4 


62 


0 


485 


9 


CL600049 


CL600049 


OB Ba006 


c 


9 


25 


61 


0 


221 


8 


BZ886648 


BZ886648 


CH240 284 



c 


10 


25 


61 . 


. 0 


243 


1 


AA750503 


AA750503 ISGS0079 


c 


1 1 


25 


61 . 


. 0 


244 


1 


AU068620 


AU068620 AU068620 


c 


12 


25 


61 , 


. 0 


328 


6 


L /42o / 


C74287 C74287 Rice 


c 


13 


25 


61 , 


. 0 


430 


6 


T /I AT O 

L74 012 


C74012 C74012 Rice 


c 


14 


25 


61 . 


. 0 


450 


7 


D4y 185 


D49185 RICS158y3A 


c 


Id 


25 


61 . 


. u 


4 60 


6 


C73380 


C73380 C73380 Rice 


c 


lb 


2 5 


61 


. 0 


A iZ O 

468 


1 


AU162 74 1 


AU162741 AU162741 


c 


1 / 


25 


61 . 


r\ 

. u 


511 


/ 


Cr2y2624 


CF2y2624 30DGS--01 


c 


1 o 

18 


O IT 

25 


61 . 


, 0 


515 


7 


CF315785 


CF315785 HD--04-N0 


c 


19 


25 


61 , 


. 0 


524 


7 


CF291922 


CF291922 14ROOT--0 


c 


20 


25 


61 . 


. 0 


538 


7 


CF335117 


CF335117 JMT--04-K 


c 


2 1 


25 


61 . 


. 0 


546 


7 


CF332626 


CF332626 JMT--01-D 


c 


22 


25 


61 , 


. 0 


552 


7 


CF335003 


CF335003 JMT--04-I 


c 


23 


25 


61 . 


. 0 


556 


7 


CF291247 


CF29124 7 14ROOT--0 


c 


24 


25 


61 . 


. 0 


570 


7 


CF291013 


CF291013 14ROOT--0 


c 


25 


25 


61 , 


. 0 


577 


7 


CF310992 


CF310992 ABF--05-P 


c 


2 b 


2 5 


61 . 


. 0 


584 


7 


CF308y26 


CF308926 ABF--02-O 


c 


Z / 


2 b 


61 . 


. 0 


1 A 

630 


7 


CF3 168 1 y 


CF316819 HD--06-E1 


c 


28 


25 


61 , 


. 0 


633 


7 


CF333746 


CF333746 JMT--02-M 


c 


2 y 


2 5 


tz 1 
61 . 


A 

. 0 


655 


7 


CF291820 


CF29182 0 14 ROOT- -0 


c 


30 


O IT 

25 


r' "1 

61 . 


. 0 


716 


7 


CF281557 


CF281557 14ETL- -08 




3 1 


24 . 8 


60 . 


. 5 


182 


7 


CF572653 


CF572653 MCSA052C0 


c 


32 


/I o 

24 . 8 


60 . 


. 5 


339 


4 


BG4 63857 


BG463857 EM1_51_G0 




33 


24 . 8 


60 . 


. 5 


1015 


9 


AG099856 


AG099856 Pan trogl 




34 


24 . 4 


59 . 


. 5 


663 


9 


CL72 1051 


CL721051 OR_BBa004 




35 


24 . 4 


59 . 


. 5 


692 


9 


AG151883 


AG151883 Pan trogl 


c 


36 


24 . 2 


59 . 


. 0 


215* 


5 


BP732360 


BP732360 BP732360 




3 / 


2 4.2 


(T Cl 

oy . 


. 0 


34 6 


5 


BPby 9442 


BP699442 BP699442 


c 


38 


24 


58 . 


. 5 


52 


7 


CF28 1204 


CF281204 14ETL--08 


c 


39 


24 


58 . 


. 5 


649 


6 


CA246735 


CA246735 SCSGFL5C0 


c 


40 


24 


58. 


. 5 


711 


6 


C:A155353 


CA155353 SCACRZ310 


c 


41 


24 


58. 


. 5 


785 


6 


CA239394 


CA239394 SCRFFL503 




42 


23.8 


58. 


.0 


246 


9 


CL574873 


CL574873 OB Ba002 




43 


23 .8 


58. 


.0 


304 


9 


CL547245 


CL547245 OB Ba008 




44 


23.8 


58. 


.0 


515 


9 


CL541343 


CL541343 OB Ba006 




45 


23.8 


58 . 


.0 


549 


6 


CB850738 


CB850738 UI-CF-ENl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



May 14, 2005, 05:08:06 ; Search time 570 Seconds 

(wit hou t a 1 i gnmen t s ) 
3485.375 Million cell updates/sec 

US-09-883-839-l-A174_COPY_154_194 
41 

1 gaaaagtctcggtgctcctg ctacctcgcacagcggtgcc 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : ■ 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb un : * 


14 : 


gb vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description- 



1 


39 


4 


96 


1 


158 


9 


AY292291 


AY292291 


Homo 


2 


39 


4 


96 


1 


163 


9 


AY292290 


AY292290 


Homo 


3 


39 


4 


96 


1 


1468 


9 


AY364230 


AY364230 


Homo 
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*± 
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1 
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q 
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D 
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o 


API fi9n44 
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7 Q 


A 


Q c 


1 


9 1 fi9 
Z 1 O Z 


b 


A Q 77 Q 1 


Ao / /ox oequence / 




o 


7 Q 


A 


yo . 


, X 


9 1 fi9 
Z X O Z 


o 


AD1 ftl 771 
/\K X O X o O 1 


AO! D1 991 Cci/^i lomr^^ 

AKXoXoox oecjucnce 




Q 


7 Q 


. ft 




1 

. X 


9 T fi9 
Z X O Z 


z; 
O 


aoi ft99qc; 
/^K X o z z y D 


AKXoZZyD OCC^UtrllCc 




J. u 


7 Q 


. fi 


yo . 


1 

. X 


9 1 fi9 
Z X OZ 


O 


AD9'7nQ1 fi 
AKZ / U o X 0 


AKZ/Uoxo occjuencc 




1 T 
± X 


7 Q 


A 
. fi 


-7 D . 


1 

, X 


9 1 fi9 
Z X o z 


c 
D 


ziD7ni 97n 


AD9ni 99n iQ7n/-*Q 
AKoUXZjU ocvJUcIlCc 






7 Q 


/I 
. fi 


Q A 


1 

. X 


9 1 fi9 
Z X OZ 


O 


zi YR4 ft q n n 
AADft o y u u 
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. fi 
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9 1 fi9 
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1 ft 
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. ft 
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24 


9Q 


ft 

. o 


79 




fi4 Q4 
Dr± 17 r± 


c: 
o 


A Y74 ft R94 
r\J^O O D Z fi 


AY9AQR9A C^/^hqt-i/^q 

aaj4odz4 ocquciice 
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y 
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H.I UoOOZZ 
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. ft 
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D 
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.6 
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o U 


D 
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23 


.6 
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£: 
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.6 
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c 
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X O D ft X Z 
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23 


.6 


7 


. D 


9 0 1 Q R 1 

z u ly O 1 


9 
Z 


Ar'iri97cc 

AL-XUz / 00 


ALXuz /DO Mus muscu 






23 


jD . 


. 1 


fi d Q A 

Oft y ft 


0 


AY 1 A iZ'J OA 

/VAo4t Oz y4 
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7 R 


23 
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n 

. 1 


fi d Q /l 

Oft y ft 


/r 
D 


AAoft 0 DZ J 
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7fi 


23 


D D . 


, X 


7QQfi n 

/ -7 J7 O U 


9 
Z 


API 7 R 1 q R 
/\V_X J D X y D 


AL-XoDxyD KaLCus no 


C 


7 7 
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22 


.6 


DD , 


1 

, L 


fi c; 1 A n 
O D Xft U 


0 


AY91 1 7nR 
AAZ X X / U D 


aaz X X / ud bequence 


C 


7 ft 


22 


.6 - 


D J . 


. X 


1 9 "5 c; Q n 

XZ J Do U 


1 


A T?9 1019 
Ar zOo y Xz 


ArzDjyxz bcrepcomy 


c 


39 


22 


.6 


55 . 


. 1 


125401 




AX211739 


AX91177Q ^f^miprirf^ 




40 


22 


.6 


55 . 


. 1 


226555 


2 


AC134913 


AC134 913 Mus muscu 


C 


41 


22 


.6 


55 , 


. 1 


254766 


2 


AC127117 


AC127117 Rattus no 




42 


22 


.6 


55 . 


. 1 


257210 


2 


AC098622 


AC098622 Rattus no 


c 


43 


22 


.6 


55. 


. 1 


326891 


2 


AC129744 


AC129744 Rattus no 




44 


22 


.4 


54 . 


,6 


206709 


10 


AL772319 


AL772319 Mouse DNA 




45 


22 


.2 


54 . 


, 1 


238 


9 


HS71E7R 


Z55900 H. sapiens C 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score; 
Sequence : 



May 14, 2005, 05:08:06 ; Search time 280 Seconds 

(without alignments) 
866.819 Million cell updates/sec 

US-09-883-839-l-A174_COPY_154_194 
41 

1 gaaaagtctcggtgctcctg ctacctcgcacagcggtgcc 41 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1,0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8780412 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_16Dec04 : ■ 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : 
geneseqn2001bs : 
geneseqn2002as : 
geneseqn2002bs : 
geneseqn2003as : 
geneseqn2003bs : 
geneseqn2 003cs 
geneseqn2 003ds 
geneseqn2 004as 
geneseqn2004bs 



: * 
: * 
: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



> . 


Score 


Match 


Length 


DB 


ID 


Description 


1 


39 


4 


96 


1 


593 


12 


ACH67429 


Ach6742 9 Human gen 


2 


39 


4 


96 


1 


1431 


6 


ABS54812 


Abs54812 cDNA enco 


3 


39 


4 


96 


1 


1473 


6 


ABS54816 


Abs54816 cDNA enco 


4 


39 


4 


96 


1 


2149 


6 


ABS54815 
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5 


39 


4 


96 


1 
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2 


AAQ93102 
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6 


39 


4 


96 


1 
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2 


AAV61995 


Aav61995 Human mu- 


7 
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96 


1 
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2 
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8 
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22.6 


55. 


. 1 


125401 


4 


AAD17186- 


Aadl7186 Streptomy 




41 


22 


53. 


.7 


468 


9 


ACH37173 


Ach37173 Human end 


c 


42 


22 


53. 


, 7 


567 


4 


•AAS57406 


Aas57406 CDNA #82 




43 


22 


53. 


, 7 


932 


8 


ACA57069 


Aca57069 Human adi 




44 


22 


53. 


, 7 


3294 


9 


AAL61264 


Aal61264 Human kar 




45 
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53. 


, 7 
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13 


ACN3964 9 


Acn3964 9 Tumour -as 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



May 14, 2005, 05:08:06 ; Search time 82.4 Seconds 

(without alignments) 
814.167 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-883-839-l-A174_COPY_154_194 
41 

1 gaaaagtctcggtgctcctg ctacctcgcacagcggtgcc 41 



Scoring table: 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched :' 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1: ■ /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2__6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

' 5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


39.4 


96 


1 


2160 


3 


US-08-188-275A-1 


Sequence 


1, Appli 


2 


39.4 


96 


1 


2162 


3 


US-09-351-198-1 


Sequence 


1, Appli 


3 


39.4 


96 


1 


2162 


3 


US-09-113-426-1 


Sequence 


1 , Appl i 


4 


39.4 


96 


1 


2162 


4 


US-09-016-434-1379 


Sequence 


1379, Ap 


5 


39.4 


96 


1 


2162 


4 


US-09-355-709C-7 


Sequence 


7, Appli 


6 


34.6 


84 


4 


1610 


3 


US-08-889-108-7 


Sequence 


7, Appli 


7 


34 .6 


84 


4 


1610 


5 


PCT-US94-10358-7 


Sequence 


7, Appli 


8 


22 


53 


7 


5907 


4 


US-09-976-594-892 


Sequence 


892, App 


9 


21 . 8 


53 


2 


325034 


4 


US-09-949-016-14957 


Sequence 


14957, A 


10 


21.8 


53 


2 


389504 


4 


US-09-949-016-11774 


Sequence 


11774, A 


11 


21.6 


52 


7 


1408 


4 


US-09-205-258-31 


Sequence 


31, Appl 


12 


21-2 


51 


7 


1000 


3 


US-09-641-638-631 


Sequence 


631, App 





1 T 

IJ 


z X 




C T 

Di . 


. / 


iUUU 


A 

4 


T TO 

Ub- 


1 A 


1 T A 
- X / U 


-097 


-631 


Sequence 


b J i , App 




1 4 
X ^ 


Z X 


. z 


DX . 


. / 


01 Al 
Z j4 J 


0 
J 




HQ 

uy 


- AA 1 

- b4 X 


-638 


-652 


bequence 


bDZ , ^PP 




J. D 


Z X 


n 
. Z 


c; 1 
D X . 


. / 


0 1 A 'i 
Z j4 0 


A 




X u 


-170 
- X / U 


-097 


-652 




b D Z , -f^PP 




Id 


Z X 


. z 


DX , 


, / 


z Ub /4 


1 


T TC 


uy 


- b4 X 


-638 


-651 


bequence 


box, App 




1 1 


21 


.2 


1 

3 X , 


-7 


Z U D / 4 


A 

4 


T TQ - 
Ub - 


X u 


- X / u 


-097 


-651 


bequencc 


b D X , -f^pp 


c 


X 0 


20 


.6 


J U . 


. Z 


X / 0 X 


A 
4 


T TQ - 
Ub - 


HQ 

uy 


- Z DZ 


-991A-14440 


bequence 


T A A A A a 
X4 4 4 U , 


c 


1 Q 


20 


.4 


A Q 


Q 


D 1 JZ 


A 
4 


T TC 
Ub - 


OQ 

uy 


Q AO 

- y uz 




- D -7 / 


bequence 


D y / , App 


L. 


90 
^ \J 


20 


.4 




O 
. CS 


'7 c: c: T 
/ D D J 


A 


Uo 


HQ 

u y 


- Q no 
y uz 




- Qon 
y z u 


bequence 


Q 0 A R T^T^ 

y z u , -^pp 




Z X 


20 


.4 




Q 


1 c c T 0 
Ibb /Z 


A 

4 


T TC 

Ub- 


uy 


Q A 0 

- y Uz 


A A 
- D4 U 


1 1 '3 1 
- X X 0 X 


Sequence 


llol , Ap 


C 


o o 


20 


.2 


A Q 


. 6 


^ /I 0 Q 
d4 juy 


4 


T TC 

Ub- 


uy 


Q /I Q 

-y4y 


- u xb 


_ 1 A RQ 1 
- X4 Do X 


Sequence 


14581, A 


c 


z J 


20 


A O 

4 8 , 


o 
. O 


5418 


4 


Ub- 




A r» 0 

-902 


R A A 
- j4 U 


- b / D 


Sequence 


675, App 


c 


OA 


20 


A Q 


Q 
. O 


ri "3 ri A 


A 

4 


T TC 

Ub - 


A Q 

uy 


Q /I Q 

- 94 y 


U X 0 


- X X y y D 


Sequence 


119 95, A 


c 


z o 


20 




Q 
. O 


CiC\1f\A 

oUoU4 


4 


T TC 

Ub - 


A Q 

uy 


QA Q 

- y4 y 


u X b 


- X V Z b4 


Sequence 


1 T 0 ^ /I A 

1 /z b4 , A 




^ D 


J- -7 


Q 
. O 


/I D 


. -5 


iZD4 


4 


T TC 

Ub- 


A Q 

uy 


- / /4 


c: 0 Q 
- DZ 0 


7 A 

- / u 


Sequence 


70, Appl 


c 


/ 


19 


.8 


A Q 

4o . 


-3 
. -5 


/- o T o 
DZ U /z 


A 

4 


T TC 

Ub- 


A Q 

uy 


- 94 y 


A 1 C 
- U X b 


1 C A7C 

- IbU /b 


Sequence 


1 A T /r A 
16075, A 




^: o 


19 


.6 


A n 


Q 
. 0 


bU 1 


4 


T TC 

Ub - 


A Q 

u y 


Q A Q 

- y 4 y 


_ A 1 

- u X b 


- z y z 0 0 


Sequence 


0 Q 0 0 0 A 

z yzoo , A 




9 Q 


19 


.6 


A 1 


Q 


b U 1 


A 

4 


T TC 

Ub - 


A Q 

u y 


Q A Q 

- y 4 y 


~ U X D 


_ A A'3 Q'5 
ft UO i'O 


Sequence 


/I A 0 Q 0 A 

4 Uo 9-5 , A 




J u 


19 


.6 


ft / , 


Q 


b vj X 


A 
4 


T TC 

Ub - 


A Q 

u y 


Q A Q 

- y 4 y 


U X D 


ft D 0 X J 


Sequence 


/( £r 0 1 0 A 

4 bo U , A 




'i 1 


19 


.6 


A n 

4 / . 


Q 


b U 1 


4 


T TC 

Ub - 


A Q 

uy 


Q /I Q 

- y4 y 


u X b 


- 4 b 0 z b 


Sequence 


/I 0 1 A 

4b8zb, A 




o 
Jz 


19 


.6 




Q 


b U 1 


/I 
4 


T TC 

Ub- 


A Q 

uy 


- y 4 y 


U X D 


- 1 1 .1 A <^ A 
X X X ft D 4 


Sequence 


111464 , 




'I '3 


19 


.6 


A n 


. 0 


bU i 


4 


T TO 

Ub- 


A Q 

uy 


-94 9 


y J. D 


-111477 


Sequence 


111477 , 


c 


-5 ri 


19 


.6 


A n 

4 / , 


Q 
. 0 


1 bb /z 


A 

4 


T TC 

Ub - 


A Q 

u y 


-94 9 


-016 


-12322 


Sequence 


12322, A 


c 


J D 


19 


.6 


A n 
4 / , 


Q 
. 0 


1 c T 0 
X b b / z 


/I 
4 


T TC 

Ub - 


A Q 

u y 


Q /I Q 

- 94 y 


-016 


-12880 


Sequence 


T O 0 0 A A 

lzo8 U , A 


c 


J D 


19 


.6 


A n 

4 / , 


Q 
. 0 


1 £C T 0 
1 bb /z 


4 


T TC 

Ub- 


A Q 

uy 


Q /I Q 
-949 


-016 


-13104 


Sequence 


13104 , A 


c 


O / 


19 


.6 


A n 
4 / , 


Q 


1 C T 0 
X b b / z 


A 

4 


T TC 

Ub - 


A Q 

u y 


Q /I Q 

- 94 y 


-016 


-13105 


Sequence 


13105, A 


c 


'X ft 
J o 


19 


.6 


A n 

4 / , 


Q 


X b b / z 


4 


T TC 

Ub - 


A Q 

u y 


QA Q 

- y 4 y 


-016 


-14818 


Sequence 


T /I 0 1 0 A 

x4 0 lo , A 


Q 


39 


19 


.6 


47 


Q 
. 0 




A 




u _? 


_ Q A Q 
-/ rt 1? 


-016 


-14819 




1 A ft 1 Q A 
X 4 0 X y , /\ 




40 


19 


.4 


47 , 


.3 


601 


4 


us- 


09 


-949 


-016 


-66776 


Sequence 


sens, A 




41 


19 


.4 


47 , 


.3 


46253 


4 


us- 


09 


-949 


-016 


-11890 


Sequence 


11890, A 




42 


19 


.4 


47, 


.3 


46257 


4 


us- 


09 


-949 


-016 


-13711 


Sequence 


13711, A 




43 


19 


.4 


47, 


.3 


138282 


4 


us- 


09 


-949 


-016 


-15307 


Sequence 


15307, A 




44 


19 


.4 


47 , 


.3 


229354 


4 


us- 


09 


-705 


-400 


-64 


Sequence 


64 , Appl 




45 


19 


.2 


46, 


.8 


659 


4 


us- 


08 


-857 


-636 


-59 


Sequence 


59, Appl 



OM nucleic - nucleic search, using sw model 



Run on: May 14, 2005, 05:41:31 ; Search time 353 Seconds 

(without alignments) 
710.847 Million cell updates/sec 

Title: US-09-883-839-l-A174_COPY_154_194 
Perfect score: 41 

Sequence: 1 gaaaagtctcggtgctcctg ctacctcgcacagcggtgcc 41 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 5662332 seqs, 3060109652 residues 

Total number of hits satisfying chosen parameters: 11324664 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB.seq:* 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq:* 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 

10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 

11: / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9 C_PUBCOMB .seq:* 

12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 

13: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0A_PUBCOMB . s eq : * 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCdMB . seq : * 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUB*COMB. seq : * 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB . seq : * 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB . seq : * 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 

19: /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 

20: / cgn2_6 /p t oda t a / 2 /pubpna / US 1 1_NEW_PUB . s eq : * 

21 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 

22 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB, seq: * 

Pred- No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


39 


.4 


96, 


, 1 


593 


16 


US- 


10 


-029 


-386 


-624 


Sequence 


624, App 


2 


39 


.4 


96. 


. 1 


1431 


14 


US- 


10 


-080 


-917 


-6 


Sequence 


6, Appli 


3 


39 


. 4 


96. 


. 1 


1473 


14 


US- 


10 


-080 


-917 


-13 


Sequence 


13, Appl 


4 . 


39 


.4 


96, 


. 1 


2149 


14 


US- 


10 


-080 


-917 


-12 


Sequence 


12, Appl 


5 


39 


.4 


96. 


. 1 


2162 


11 


us- 


09 


-883 


-839 


-1 


Sequence 


1, Appli 


6 


39 


.4 


96, 


. 1 


2162 


11 


us- 


09 


-883 


-839 


-3 


Sequence 


3 , Appl i 


7 


39 


.4 


96. 


. 1 


2162 


11 


us- 


09 


-883 


-839 


-5 


Sequence 


5, Appli 


8 


39 


.4 


96, 


. 1 


2162 


11 


us- 


09 


-883 


-839 


-7 


Sequence 


7, Appli 


9 


39 


.4 


96. 


. 1 


2162 


11 


us- 


09 


-883 


-839 


-8 


Sequence 


8, Appli 


10 


39 


. 4 


96. 


. 1 


2162 


15 


us- 


10 


-225 


-567A-185 


Sequence 


185, App 


11 


39 


.4 


96. 


. 1 


2162 


17 


us- 


10 


-305 


-720 


-1379 


Sequence 


1379, Ap 


12 


39 


.4 


96, 


. 1 


2165 


11 


us- 


09 


-883 


-839 


-9 


Sequence 


9, Appli 


13 


39 


.4 


96, 


. 1 


2279 


19 


us- 


10 


-477 


-714 


-33 


Sequence 


33, Appl 


14 


29 


.8 


72 , 


. 7 


6494 


15 


us- 


10 


-311 


-455 


-1366 


Sequence 


1366, Ap 


15 


25 


.6 


62, 


.4 


1388 


14 


us- 


10 


-185 


-083 


-26 


Sequence 


26, Appl 


16 


25 


.6 


62 . 


.4 


1464 


14 


us- 


10 


-185 


-083 


-25 


Sequence 


25, Appl 


17 


23 


56, 


. 1 


6494 


15 


us- 


10 


-311 


-455 


-1365 


Sequence 


1365, Ap 


18 


22 


.6 


55, 


. 1 


65140 


18 


us- 


10 


-203 


-295 


-1 


Sequence 


1, Appli 


19 


22 


.6 


55, 


. 1 


125401 


18 


us- 


10 


-203 


-295 


-35 


Sequence 


35, Appl 


20 


22 


53 , 


.7 


468 


10 


us- 


09 


-918 


-995 


-24385 


Sequence 


24385, A 


21 


22 


53 , 


.7 


567 


9 


US-09-i 


815- 


343- 


82 


Sequence 82, Appl 


22 




22 


53 , 


.7 


567 


17 


us- 


10 


-097 


-105 


-82 


Sequence 


82, Appl 


23 




22 


53 , 


. 7 


4826 


18 


us- 


10 


-723 


-860 


-1665 


Sequence 


1665, Ap 


24 


22 


53 , 


. 7 


5977 


19 


us- 


10 


-887 


-553A-310 


Sequence 


310, App 


25 


22 


53 . 


.7 


6036 


18 


us- 


10 


-723 


-860 


-6059 


Sequence 


6059, Ap 


26 


21 


.8 


53. 


,2 


966 


17 


us- 


10 


-282 


-122A-33315 


Sequence 


33315, A 


27 


21 


.6 


52. 


.1 


1408 


10 


us- 


09 


-933 


-767 


-31 


Sequence 


31, Appl 


28 


21 


,6 


52. 


.7 


1408 


14 


' US- 


10 


-004 


-860 


-31 


Sequence 


31, Appl 


29 


21 


. 6 


52. 


,1 


1408 


14 


US - 


10 


-023 


-282 


-31 • 


Sequence 


31, Appl 


30 


21 


.2 


51. 


, 7 


622 


17 


us- 


10 


-282 


-596 


-159 


Sequence 


159, App 


31 


21 


-2 


51. 


, 7 


630 


13 


us- 


10 


-027 


-632 


-18184 


Sequence 


18184, A 


32 


21 


. 2 


51 . 


. 7 


630 


13 


us- 


10 


-027 


-632 


-18185 


Sequence 


18185, A 


33 


21 


. 2 


v51 . 


. 7 


630 


13 


us- 


10 


-027 


-632 


-18186 


Sequence 


18186, A 


34 


21 


.2 


51. 


, 7 


630 


17 


us- 


10 


-027 


-632 


-18184 


Sequence 


18184, A 


35 


21 


,2 


51. 


.7 


630 


17 


us- 


10 


-027 


-632 


-18185 


Sequence 


18185, A 


36 


21 


,2 


51. 


. 7 


630 


17 


us- 


10 


-027 


-632 


-18186 


Sequence 


18186, A 


37 


21 


.2 


51. 


. 7 


1000 


17 


us- 


10 


-170 


-097 


-631 


Sequence 


631, App 


38 


21 


.2 


51. 


, 7 


1000 


19 


us- 


10 


-926 


-684 


-631 


Sequence 


631, App 


39 


21 


.2 


51. 


, 7 


2343 


17 


us- 


10 


-170 


-097 


-652 


Sequence 


652, App 


40 


21 


.2 


51. 


, 7 


2343 


19 


us- 


10 


-926 


-684 


-652 


Sequence 


652, App 


41 


21 


.2 


51. 


, 7 


2348 


17 


us- 


10 


-240 


-425 


-1325 


Sequence 


1325, Ap 


42 


21 


.2 


51. 


, 7 


2368 


18 


us- 


10 


-741 


-601 


-232 


Sequence 


232, App 


43 


21 


.2 


51. 


, 7 


2368 


19 


us- 


10 


-741 


-600 


-671 


Sequence 


671, App 


44 


21 


.2 


51. 


, 7 


2867 


18 


us- 


10 


-741 


-601 


-233. 


Sequence 


233, App 


45 


21 


.2 


51 . 


, 7 


2867 


19 


us- 


10 


-741 


-600 


-672 


Sequence 


672, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: May 14, 2 005, 05:08:06 ; Search time 24 68.2 Seconds 

(without alignments) 
632.297 Million cell updates/sec 

Title: US- 09-883 -839- l-A174_COPY_154_l 94 

Perfect score: 41 

Sequence: 1 gaaaagtctcggtgctcctg ctacctcgcacagcggtgcc 41 



Scoring table: IDENTITy_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 



1 


gb_estl : 




2 


gb_est2 : 


★ 


3 


gb_htc: * 




4 


gb_est3 : 


★ 


5 


gb_est4 : 


* 


6 


gb_est5 : 


* 


7 


gb_est6 : 




8 


gb_gssl : 


★ 


9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

Result Query 

No. Score Match Length DB ID Description 





1 


39 


4 


96 


1. 


582 


5 


BP346782 


BP346782 BP346782 




2 


38 


4 


93 


7 


750 


7 


C0934661 


C0934661 AGENCOURT 




3 


37 


8 


92 


2 


718 


7 


C0928559 


C0928559 AGENCOURT 


c 


4 


30 


4 


74 


1 


520 


8 


B82759 


B82759 RPCI11-17K2 




5 


24 


4 


59 


5 


601 


9 


BX223425 


BX223425 Danio rer 




6 


24 


4 


59 


5 


625 


9 


BX211549 


BX211549 Danio rer 


c 


7 


24 


2 


59 


0 


845 


4 


BI218680 


BI218680 602938120 


c 


8 


23 


6 


57 


6 


603 


2 


AW607677 


AW607677 MR3-HT048 


c 


9 


23 


4 


57 


1 


542 


4 


BI994041 


BI994041 1031006E1 



c 


1 n 


Zo , 4 


3 / . 


. 1 


b / U 


4 


d1 / 1 / (Job 




1 i 


Z J . 4 


b / . 


. 1 


n CQ 
too 


Q 

y 


LXjoz4 /zU 




±Z 


Z J . 4 




. 1 


D 0 Q 


z 


DJbjobo44b 


c 


1-5 


Z-3 


DO . 


. 1 


boo 


-7 
/ 


Cr o4 zObl 


c 


1 A 
14 


Z J 


DO 


. 1 


by U 


/ 


L.r o4 z 1 1 U 




Id 


O O A 
ZZ . 4 


D4 , 


. b 


Q Q C 

oob 


Q 

o 


"Zl^ CC QO 0 Q 

nZbbyDoo 


c 


1 o 


z z 






O c O 
Z D.^ 


Z 


■dcjID y 4 Uz 


c 


1 '7 


z z 




n 


Z D4 


z 


or oz Dy z -5 


c 


1 O 


z z 


J-5 . 


, / 


O '3 

z bo 


z 


tsJiUy zbz o 




1 y 


z z 


'3 


. / 


T Q C 

o y b 


/ 


LUoo bo o4 


c 


z u 


o o 

ZZ 


DJ . 


. / 


"3 0 0 

J y y 


z 


hSbiDy byz 


c 


O 1 
Z 1 


z z 


Q "3 
Do 


. / 


4 Uo 


1 


Al z4 oz U y 








"3 
DJ 


, / 


/I n D 
4 Uo 


Z 


AWb 1 y 1 U4 






z z 


c o 

DO . 


•"7 


4 Jo 


z 


AW b 1 y 1 U -5 




O /I 


ZZ 


D-3 


. / 


4 Db 


1 


Al D-5 lo 1 / 


c 




ZZ 


C "3 

D-5 . 


. / 


4 bU 


/ 


iD/Ui 1 


c 


ZD 


ZZ 


IT O 

D-5 . 


. / 


4 bl 


7 


or? 1 T "3 O yl 

CFlb lo y4 




Z / 


z z 


DO . 


. / 


j1 Q n 
4 o U 


1 


AAo U / o z b 




Z O 


z z 


DO . 


. / 


/I o o 
4 oz 


z 


or 4 y yo (jy 




z y 


z z 


DO . 


. / 


4 yz 


b 


OD T A O [T A A 

LdIUodUU 




^ U 


z ^ 


"3 

DO . 


. / 


dU 1 


D 


OVyi QzTyl Al 

DA4yb4(Jl 




J 1 


z z 


D-5 . 


. / 


c n o 
DU-5 


1 


ATCOOyl 1 yl 

Al Doz4 14 




-5 Z 


ZZ 


"3 

Do 


. / 


Dll 


1 


AAoz bb-5z 




o6 


z z 


DO . 


. / 


CIO 

dIo 


4 


A^yl A^ 




1 A 
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BI717036 1031016AO 
CG824720 SOYAX34TV 
BE868446 601444440 
CF842061 psHB017xJ 
CF842110 psHB017xO 
BZ669338 PUBHM52TD 
BE159402 MR0-HT040 
BF825923 CM4-HN002 
BE092628 CM1-BT073 
C0336884 EN13425.5 
BE159692 MRO-HT040 
AI248209 qh70a05.x 
AW619104 432 MARC 
AW619103 431 MARC 
AI531817 SD03086.5 
CF157031 B0643H02- 
CF161394 B0697A09- 
AA307826 EST178681 
BF499309 AT13840.5 
CB108500 K-EST0148 
BX496401 DKFZp779H 
AI532414 .SD03926.5 
AA826632 of05g02.s 
BG107496 602277615 
AI543545 SD10338.5 
BM829204 K-EST0102 
AA308702 EST179513 
AI533846 SD05816.5 
CB110915 K-EST0152 
CB131884 K-EST0182 
BG392107 602410090 
AI532916 SD04566.5 
BP268299 BP268299 
CN352530 170004251 
BP204840 BP204840 
CN352538 170005999 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 14, 2005, 05:08:06 ; Search time 570 Seconds 

(without alignments) 
3485.375 Million cell updates/sec 

US-09-883-839-l-A124_COPY_104_144 
41 

1 gcaggagctgtggcagcggc aaaggaagcggctgaggcgc 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seg length: 0 

Maximum DB seq length: 2000000000 



9416466 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb__htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

Result Query 

No. Score Match Length DB ID Description 



1 39.4 96.1 1473 9 HSU12569 

2 39.4 96.1 1610 6 AR106017 

3 39.4 96.1 1610 9 HUMOPIOIDA 



U12 569 Human mu op 
AR106017 Sequence 
L29301 Homo sapien 
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OM nucleic - nucleic search, using sw model 



Run on: May 14, 2005, 05:08:06 ; Search time 280 Seconds 

(without alignments) 
866.819 Million cell updates/sec 

Title: US-09 -883 -839-1 -A124_COPY_104_144 

Perfect score: 41 

Sequence: 1 gcaggagctgtggcagcggc aaaggaagcggctgaggcgc 41 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 8780412 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



N Geneseq_16Dec04 ; 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : 
geneseqn2001bs : 
geneseqn2002as : 
geneseqn2 002bs : 
geneseqn2003as : 
geneseqn2003bs : 
geneseqn2 003cs 
geneseqn2 003ds 
geneseqn2 004as 
geneseqn2 004bs 



: * 

: * 
. ★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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OM nucleic - nucleic search, using sw model 



Run on : 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



May 14, 2005, 05:08:06 



Search time 82.4 Seconds 
(without alignments) 
814.167 Million cell updates/sec 



US-09-883-839-l-A124_COPY_104_144 
41 

1 gcaggagctgtggcagcggc aaaggaagcggctgaggcgc 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



2405568 



1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: 

2 : /cgn2_6/ptodata/l/ina/5B_COMB, seq: 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: 

5 : / cgn2_6 /p t oda ta/l/ina/ PCTUS_COMB . s eq : * 

6 : /cgn2_6/ptodata/l/ ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the -result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 





No. 


Score 


Match 


Length 


DB 


ID 


Description 




1 
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96 


1 


1610 


3 


US-08-889-108-7 


Sequence 


1, Appli 
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7, Appli 
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96 


1 


2162 


3 


US-09-351-198-1 


Sequence 


1, Appli 




5 


39.4 


96 


1 


2162 


3 


US-09-113-426-1 


Sequence 


1, Appli 




6 


39.4 


96 


1 


2162 


4 


US-09-016-434-1379 


Sequence 


1379, Ap 




7 


39.4 


96 


1 


2162 


4 


US-09-355-709C-7 


Sequence 


7, Appli 


c 


8 


25.2 


61 


5 


75176 


4 


US-09-949-016-13300 


Sequence 


13300, A 




9 


25 


61 


0 


422 


4 


US-09-270-767-5717 


Sequence 


5717, Ap 




10 


25 


61 


0 


422 


4 


US-09-270-767-20999 


Sequence 


20999, A 




11 


25 


61 


0 


1459 


4 


US-09-949-016-5837 


Sequence 


5837, Ap 




12 


25 


61 


0 


7736 


4 


US-09-949-016-17579 


Sequence 


17579, A 


c 


13 


23.2 


56 


6 


1893 


1 


US-08-271-667B-5 


Sequence 


5, Appli 


c 


14 


23.2 


56 


6 


1893 


3 


US-08-765-889C-18 


Sequence 


18, Appl 


c 


15 ■ 


23.2 


56 


6 


1893 


5 


PCT-US95-07855-18 


Sequence 


18, Appl 
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c 
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b 


Z J 


X 


Uo UO Z /X DD / D- D 




D / rt.|J]jX X 


c 


1 Q 


z J . ^ 


Db . 


b 


ZO 


-5 


Uo / D 9 O O ~ J. 3 


C 001 1 on o 




c 


U 


Z J . Z 


Ob . 


b 


Z J Uri 


c 


DpT-T TQQ R - n7ft R^ - T Q 
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1 Q Zi-nnl 




O 1 
z i 


Z O 


Db . 


1 


Q c: 9 
y DZ 


A 
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z z 


Z J 


Do . 


X 


Z 3 -/ U 


A 
*± 


Uo U -7 -/rt ^ ~ U X D riD^X 


C ^oi 1 on *s 

OC^ UCiH..- c 


4 4 1 An 




Z O 


Zo 


Db . 


X 


C5 U / O 


O 
J 
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C om 1 on o 








Z J 


Db . 


X 


9 1 T 9 7 
Z X / Z J 


A 
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X O J O J 1 i-i 




zb 


ZZ . D 




X 


T 9 9 A 
JZZ4 




TIC f\Q Q£R 79QZi 9 

Uo-uo-yb5- /zy/\-z 


C o^i 1 on ^ o 


Z , "^PP X X 


c 


zb 


ZZ . 4 


54 , 


b 


1 9 9 Q 

X J z y 




TTC riQ Qr^9 RAH AQCO 

uo-uy-yuz-!D4u-4yby 


C ^/^i 1 ^n ^ 

oequence 


A Q C Q Ant 




z / 


z z . 4 


o4 . 


b 


1 R 9 A 
XDZ4 


A 
4 


TTC HQ QAQ f\l R7Q1 

Uo-uy-y4y-uxb--) / yx 


C o ^^^^ i on ^ o 
oct^litrllv-c 


R7Q1 An 




z cS 


ZZ . 4 


D4 . 


. b 


Z XDb 


A 
4 


Uo - uy - Uob - bb /o 


C o*^i 1 on o 
O Ct^JUciH-C 


7ft A-nnl 




29 


ZZ . 4 


54 . 


. 6 


/I o o c 

40 35 


X 


TTO r\Q Q £Z AQR Q 

Uo-Uo--5ob-4y5-y 


oeQuence 


y , Appx X 




O A 

JO 


TO /I 

ZZ . 4 


54 . 


. b 


/I O T C 

4o J 5 


5 


DPT TTCQC ri9991 Q 

FL. j.-ubyb-uzjjx-y 


C ^ /^i 1 c\ n y^ 

oequence 


y , Appx X 


c 


31 


ZZ . 4 


54 . 


. b 


1 O O Q C 

Xzz o b 


A 


TIC riQ Qn9 RArt in9R 

ub-uy-yuz-b4u-xuj5 


C ^/^i 1 ^n /"< ^ 

■ oequence 


1 A 9 R Ato 
X U o O / Ap 




Jz 


ZZ . 4 


54 . 


. b . 


T 9 Q T 9 9 
XZ O / Z -5 


4 


TTC OQ QAQ ^^^ 17R99 

uo-uy~y4y-uxD-x /doj 


Co^i 1 on r^o 


1 7 R 9 9 Zi 




66 


z z . z 


54 , 


. X 


X / o Z 


4 


TTC HQ QAQ Cil 9 Q R 

uo-uy-y4y-uxojDyD 


C o ^1 1 on o 
OCmxtrlH-C 


9 Q R ZiTO 
J D -7 D , ^P 




34 


ZZ . z 


54 . 


. X 


T Q o 

xyzb 


/I 
4 


TTC AQ CRR 919 

Uo-Uy-UzJ-b5D--3XZ 


C /T'X ^ ^Ti n ^ 

ocquencc 


9 19 ZiTon 

J X z , ^PP 




35 


TO o 

ZZ . z 


54 . 


. X 


O Q O O 

o y 0-5 


4 


TTC no Q/Q niC 1RA9'7 

Uo-uy-y4y-uxb-x54j / 


oequence 


1 R4 9 7 Zi 
X 34 ,5 / , I\ 


c 


36 


o o 
ZZ 


53 


. / 


o ^ o 
-5bz 


A 

4 


TTC no TAO TAR IICT 

Uo-Uy- /Uz - / U5-XXb / 


oequence 


1 1 ^^7 ZifO 
X X D / , M.p 


c 


37 


o o 
z z 


5-5 


. / 


i:; o 
J bz 


4 


TTC AQ "79^; ART 11(^'7 

uo-uy- /ob-4D /-xxb / 


■ C o/^i 1 on o 

ocqUcIlCc 


1 1 A7 Zi-n 
X X D / , ■"■P 


c 


o o 


z z 


5J 


. / 


9 C 9 

J bz 


yl 

4 


TTC AQ CIA 19A"n 11^^7 
Uo-Uy-bX4-XZ4l3-XXD / 


Cof^i 1 on r^o 
ocmxtriiCfcr 


1 1 ^^7 Ato 
X X D / / M.p 


c 




ZZ 


5-5 


. / 


1 i:: 9 
-5 bz 


yl 

4 


TTC AQ C71 99R 11f^7 

Uo-vjy-b / x- ozd-xxd / 


C o^T'i 1 on ^ o 


1 1 A7 An 

X X D / , "-P 


c 


40 


22 


53 


. 7 


362 


4 


US-09-658-824-1167 


Sequence 


1167, Ap 




41 


22 


53 


.7 


19377 


4 


US-09-949-016-15198 


Sequence 


15198, A 


c 


42 


22 


53 


. 7 


40261 


4 


US-09-949-016-11773 


Sequence 


11773, A 


c 


43 


22 


53 


. 7 


40265 


4 


US-09-949-016-16168 


Sequence 


16168, A 




44 


21 . 8 


53 


.2 


530 


4 


US-09-640-211A-62 


Sequence 


62, Appl 


c 


45 


21 . 8 


53 


.2 


573 


4 


US-09 -2 52- 99 lA- 1264 9 


Sequence 


12649, A 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 14, 2005, 05:41:31 ; Search time 353 Seconds 

(without alignments) 
710.847 Million cell updates/sec 

US-09-883-839-l-A124_COPY_104_144 
41 

1 gcaggagctgtggcagcggc aaaggaagcggctgaggcgc 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 5662332 seqs, 3060109652 residues 

Total number of hits satisfying chosen parameters: 



11324664 



Minimum DB seq length: 
Maximum DB seq length: 



0 

2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB-. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9A_PUBC0MB . s eq : 

10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq 

11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq 

12: / cgn2_6 /pt oda t a / 2 /pubpna / US 0 9_NEW_PUB . s eq : 

13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq 
14 : • /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq 

19 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq 

20: / cgn2^6 /p t oda t a / 2 /pubpna /US 1 1_NEW_PUB . s eq 

21; /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq 

22 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and- is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 
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Match Length DB 



ID 



Description 
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X 
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182, App 
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197, App 
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181, App 
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573, App 




9 ^ 
Z J 


25 


. 2 


^ 1 
D X . 




4 1 R 
X D D 


1 ft 
X O 


us- 


10 


-477 


yoj oyri xy 


Sequence 


69419, A 


c 


9 

Z D 


25 


.2 


D X . 




Q O 7 O 4 


1 ft 
X o 


us- 


10 


_ 7 1 Q 

~ / X y 


-yyo-Doxo 


Sequence 


6818, Ap 




9 7 
Z / 




25 


D X - 


. u 


A 9 z:^ 

^ z o 


1 Q 
X O 


us- 


10 


A O R 
- ^ Z D 


11R 7QA1R 
-XXO-jy4XD 


Sequence 


39415, A 




^ o 




25 


b X . 


A 

. u 


1 O f:; Q 

xz D y 


Q 


US-09- 


t 1 L- 


1 b xA- z 1 


Sequence 21, Appl 
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1, Appli 
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Sequence 


686, App 
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Sequence 


29809, A 




41 


23 
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57, 


. 1 
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18 
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10 
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-963-37505 


Sequence 


37505, A 




42 . 


23 


-4 


57, 


. 1 
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17 


us- 


10 
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-118-1516 


Sequence 


1516, Ap 




43 


23 


.4 


57 , 


. 1 
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17 
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10 


-342 


-887-1516 


Sequence 


1516, Ap 




44 


23 


. 4 


57 , 


. 1 


7494 


16 


us- 


10 


-161 
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Sequence 


190, App 
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45 


23 


.2 


56, 


.6 
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17 


us- 


10 
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Sequence 


102, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score.: 
Sequence: - 

Scoring table: 



Searched : 



May 14, 2005, 05:08:06 ; Search time 2468.2 Seconds 

(without alignments) 
632.297 Million cell updates/sec 

US-09-883-839-l-A124_COPY_104_144 
41 

1 gcaggagctgtggcagcggc aaaggaagcggctgaggcgc 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database : 



EST: 



1 


' gb_estl : 


* 


2 


gb_est2 : 


★ 


3 


gb_htc : ■* 




4 


gb_est3 : 




5 


gb_est4 : 


★ 


6 


gb_est5 : 


★ 


7 


gb_est6 : 


★ 


8 


gb_gssl : 




9 


: gb_gss2: 





Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO- 


Score 


Match 


Length 


DB 


ID 


Description 




1 


39 


4 


96 


1 


582 


5 


BP346782 


BP346782 BP346782 




2 


26 


2 


63 


9 


509 


8 


A2564209 


AZ564209 RPCI-23-2 


c 


3 


25 


8 


62 


9 


670 


8 


BZ068291 


BZ068291 Ijt09a03- 




4 


25 


6 


62 


4 


909 


1 


AL516020 


AL516020 AL516020 


c 


. 5 


25 


2 


61 


5 


581 


5 


BP229974 


. BP229974 BP229974 




6 


25 


2 


61 


5 


587 


9 


CL726186 


CL726186 OR_BBa005 




7 


25 


2 


61 


5 


600 


8 


BZ374031 


BZ374031 iel8a04.g 




8 


25 


2 


61 


5 


629 


8 


CC165364 


CC165364 ii90c06.g 


c 


9 


25 


2 


61 


5 


648 


9 


CC696082 


CC696082 OGWDQ43TH 





1 A 

1 0 


zb . z 


61 . 


5 


/TOO 

68z 


4 


dLi / U b 1 O Z 




i i 


zb . z 


b 1 . 


b 


by3 


o 
cS 


LLlbb3b J 


c 


1 o 


z b . z 


bl . 


b 


O A 

/o U 


1 


7\Ti1 1 QTriQ 

AUl lo / Uo 




li 


zb . z 


b 1 . 


5 


OTA 

87y 


A 

y 




c 


14 


z b . z 


b 1 , 


b 


O T Q 

o /y 


y 


/03 XUU 




ib 


zb . z 


bl . 


b 


3by y 


y 


LLiyb / / /b 




Id 


z b 


bl . 


A 
0 


O O 

z b8 


b 


J3Ab3 loz y 




1 / 


zb 


bl . 


A 

. U 


3bo 


1 


Al b3by44 




18 


zb 


61 . 


. 0 


O O T 

382 


1 


AI 673007 




19 


zb 


61 . 


. 0 


O O A 

389 


2 


BF44 5599 




2 0 


25 


61 . 


■ 0 


419 


7 


C02 9 9867 




^ 1 


zb 


61 , 


0 


423 


1 


AI 8724 98 






z b 


bl , 


A 


4 z 4 


b 


CAy4 13ob 




Z J 


ZD 


61 . 


. 0 


4 58 


1 


Al o 18o4z 




/I 


ZD 


61 . 


. 0 


472 


z 


Br bl4 1 /b 




T [T 

z 5 


z b 


61 , 


A 


488 


1 


Al 9322 lo 




ZD 


z b 


bl . 


A 


c A cr 

bUb 


z 


Br 4 o o bO 1 




Z / 


z b 


bl . 


A 


C T O 

b /z 


z 


AWlbb3 /z 




n o 
Z 0 


T IT 

z 5 


6 1 . 


A 


587 


z 


A 7»7 A T A A T 

AWO / zObz 




z y 


c 
Zo 


61 . 


A 


coo 

598 


5 


BPzz 003 b 




O A 

JO 


zb 


61 . 


A 


/"AT 

601 


2 


BE74 032 9 




3 1 


O IT 

25 


61 ■ 


A 


^ A O 

602 


1 


AI 2224 14 


c 


Jz 


O IT 

z b 


61 , 


A 


6z / 


6 


OATtri OAA 

(JA7b 122 0 




J J 


zb 


61 . 


A 


T O 

628 


4 


BG180057 


c 


34 


o cr 

z5 


61 . 


A 


636 


7 


CK773 957 




3 5 


z b 


61 . 


A 


f (Z ^ 

667 


z 


A Ti7 A O C A A A 

AW 0 z b y 0 9 




3 D 


T IT 

z 5 


61 , 


A 


671 


4 


r30'7AA TAA 

B(j / Oz / oy 




3 / 


z b 


b 1 . 


A 


TAT 
/ U 1 


z 


A T*T A O C AAA 

AWOz b y 0 0 




38 


z 5 


61 


A 


'1 f\ r 

706 


4 


Bl 83 64 52 




3 y 


z b 


bl 


A 


"7 A 'l 

/u / 


z 


Bhib b U4 y 4 


c 


40 


25 


61 


. 0 


707 


6 


CB247342 




41 


25 


61 


. 0 


720 


7 


CF994752 




42 


25 


61 


. 0 


800 


2 


BF528677 




43 


25 


61 


. 0 


854 


9 


CNS078J8 




44 


25 


61 


. 0 


855 


4 


BI256406 




45 ' 


25 


61 


. 0 


865 


5 


BQ436563 



BG706182 602669460 
CC165363 ii90c06.g 
AU118708 AU118708 
CC703094 OGULB72TH 
CC703100 OGULB72TV 
CL967776 OsIFCC015 
BX631829 BX631829 
AI536944 tm87b02,x 
AI673007 we59d03.x 
BF445599 nae36d07 . 
C0299867 EK176761. 
AI872498 ty42h05.x 
CA941385 ir34e05.x 
AI818842 wk92a05.x 
BF514175 UI-H-BWl- 
AI932218 wp65g03.x 
BF488501 AT23790-5 
AW166372 xn52b08.x 
AW072062 wy84a01.x 
BP220035 BP220035 
BE740329 601594611 
AI222414 qh04e08.x 
CA751220 UI-M-FDO- 
BG180057 602329624 
CK773957 962653 MA 
AW025909 wv71f05.x 
BG702709 602684255 
AW025900 wv71e05.x 
BI836452 603082823 
BE550494 7a27d06.x 
CB247342 UI-M-FIO- 
CF994 752 AG EN COURT 
BF528677 602043426 
AL434058 T7 end of 
BI256406 602974423 
BQ436563 AGENCOURT 



Title: us- 09-883 -839 -l-T153_COPY_133_173 

Perfect score-. 41 

Sequence: 1 cggctgaggcgcttggaacc gaaaagtctcggtgctcctg 41 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

GenEmbl : * 
1 : gb_ba : * 
2 : gb_htg : * 
3 : gb_in : * 
4 : gb_om : * 

5 : gb_OV : * 

6 : gb_pat : * 
7 : gb_ph : * 

8 : gb_pl : * 

9 : gb_pr : * 
10: gb_ro:* 

11: gb_StS:* 

12: gb_sy:* 
13: gb_un:* 
14: gb_vi:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No- 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


39 


4 


96 


1 


158 


9 


AY292291 


AY2 922 91 Homo sapi 


2 


39 


4 


96 


1 


163 


9 


AY292290 


AY292290 Homo sapi 


3 


39 


4 


96 


1 


1473 


9 


HSU12569 


U12569 Human mu op 


4 


39 


4 


96 


1 


1610 


6 


AR106017 


AR106017 Sequence 


5 


39 


4 


96 


1 


1610 


9 


HUMOPIOIDA 


L29301 Homo sapien 


6 


39 


4 


96 


1 


2150 


6 


CQ725069 


CQ725069 Sequence 


7 


39 


4 


96 


1 


2160 


6 


AR162044 


AR162044 Sequence 


8 


39 


4 


96 


1 


2162 


6 


A87781 


A87781 Sequence 7 


9 


39 


4 


96 


1 


2162 


6 


AR181331 


AR181331 Sequence 


10 


39 


4 


96 


1 


2162 


6 


AR182295 


AR182295 Sequence 


11 


39 


4 


96, 


1 


2162 


6 


AR270816 


AR270816 Sequence 


12 


39 


4 


96, 


1 


2162 


6 


AR301230 


AR3 01230 Sequence 


13 


39 


4 


96. 


1 


2162 


6 


AX548900 


AX54 8900 Sequence 


14 


39 


4 


96. 


1 


2162 


9 


HUMMORIX 


L25119 Human Mu op 



Database : 





1 R 


J -7 . rx 


-7 D . 


. X 




Q 

y 


API R7R00 
i-ir X J J J u u 


i\r LD^DW rnjiuvj bctpx 




X D 




-7 O . 


. i. 


Q O O O Q 
O J O O -7 


Q 

y 


a YRft 7 7fi4 


AVCiR77(^4 T-Tomo car^-i 




1 7 




-7 D . 


1 

. X 


*7 D J X U 


q 

-7 


AT.l 7^4 44 


AT.l 7fi444 Hnmj:^n HMA 

rtXJXjD*±*±*± n Lit t let 11 LJVlr\ 




1 ft 

X o 


7 Q 4 


-7 D . 


. X 


1 fl904R 
X O ^ VJ *± o 


z 


Ar«n9 74 7 q 


AP0974 7q t4rMn/*\ Gar^-i 
rtv^UZ /^oy riKjiUKj bdpx. 








-7 D . 


p X 


1 ft 9 7fl 7 
X o z O O J 


o 


AP09 1 74 R 


AP091 74R T-Tomo taa-riT 








77 




1710 

X / X u 


1 0 
X u 


AY1 ^^f;f^Ofi 


MIXDDDUD VwdVXa pUx 






9 Q 4 


7 1 


7 


1 4fift 

X *± D O 


q 

-7 


AY7fi4 970 


AY7^\4970 T4omo cjar^-i 




22 


9Q 


70 


7 


1401 

X 'x X 


1 0 

X 




T.9 94Rt^ Pj^I" rmi otito 






9 Q 


7 0 


n 

. / 


144ft 


1 0 


DMT TOO OQ 7 


UUZUOJ Kd-CLUS noxv 




94 
.1^ *± 


9 Q 

Z J7 


70 


7 


1 RftA 
X 3 O O 


1 0 




Xjxjuby Kcit-Uub noirv 






9 Q 
z y 


/ u . 


. 1 


±D lo 


c 
D 


X u b U X J 


AKXUbUXj becjuence 




Z D 


9 Q 
z y 


7 0 


n 

, / 


1 1 ft 
X D X O 


D 


APT 0(^01 4 
/\K. X u b U X ft 


AKxubux^ oeQuence 




97 


9 Q 

Z j7 


70 


. / 


1 1 ft 

X D X O 


O 


API 0 "5^4 


i\KXDo»5D4; bequence 




9 ft 


9 Q 
Z 


7 0 


. 1 


1 1 Q 
J. D J.O 


a 

D 


AK X D O J D O 


AKXo^joD bequence 




9Q 


9 Q 


70 


n 


1 Q4 4 

X 17 *i *± 


1 0 

X VJ 


C7qqn7 

O / -7 -7 U J 


C T q q n "3 mi i /^t^ ■! -i 

o/yyuj iTiu (jpxuxu. i 




^ u 


z y 


/ u . 


. 1 


z J y / 


X U 


D AnnDnDn 

KA Jl KUKd 


uxbo4y Kaccus norv 


c 


-5 ± 


z y 


1 u . 


n 

. 1 


o o r\ Q 

Z Z / U o o 


z 


/\L. X X Oft y z 


AL.iio4yz Kaccus no 




'^9 


9 Q 

Z -7 


7 0 


n 
1 


9 74 7 Q Q 


z 


Ar*! 1 71 47 
r\\^ XX / X ri / 


AL-XX / Xft / KciLCUS llO 






9 ft 4 


Q 

D y . 




1 ft ft T 
Loo L 


/I 


l\r DZ X o U y 


ArbZloUy bus SCxOx 




-5 ^ 


9 ft 4 
Z O . ft 


D y . 




1 ft ft 1 

Loo L 


/I 


DTPMT TODD 


L38645 Sus scrofa 






9 7 




q 

. 17 


1 Oft ft 4 R 


D 


POft^^q Rq4 

\~-\^0 D y D y ri 


L-^^obyDyft btrc^ucnce 






27 




q 


X O D O J rt 


9 


API 1 01 ft R 

i-VV- X X U X O J 


API 1 01 ftR MnG mncr^n 
A\w.XXUXoD 1*1 Uo lllUbCU 




7 7 


97 




q 

. -7 


9 09 7 0ft 

Z VJ ^ J u o 


1 0 
X u 


API 7 q 0 7 q 
rWwX J j7 u J y 


API 90^90 Mt t c mi ta r^tt 

Av^xjyujy imus muscu 




7 ft 


Z D . D 


Dri . 


Q 
. -7 


Dri y ^ 


D 


A Y74 ^^9 q A 

/\A^ft bz y ft 


AV9y1^9Q/1 O 1 /!^m trs 

AAj4bzy4 bSquencs 




'i Q 


Z D . b 




Q 


b4 y 4 


b 


AV9/1 OC99 
AaJ4 O DZ J 


aaj4odzj bequence 




40 


24 . 4 


59. 


. 5 


1399 


9 


AY038989 


AY038989 Macaca fa 


c 


41 


24 


58 . 


. 5 


64 94 


6 


AX346295 


AX346295 Sequence 


c 


42 


24 


58. 


. 5 


6494 


6 


AX348524 


AX348524 Sequence 




43 


23.6 


57. 


.6 


1415 


4 


BTU8 9677 


U89677 Bos taurus 




44 


23 .2 


56, 


.6 


238123 


10 


AC102575 


AC102575 Mus muscu 


c 


45 


23 


56. 


. 1 


40560 


3 


CEY37H2A 


AL132863 Caenorhab 



i 



Run on: 



May 14, 2005, 05:08:06 ; Search time 280 Seconds 

(without alignments) 
866.819 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



US-09-883-839-l-T153_COPY_133_173 
41 

1 cggctgaggcgcttggaacc gaaaagtctcggtgctcctg 41 

IDENTITY_NUC 

Gapop 10,0 , Gapext 1.0 



Searched: 



4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8780412 



Database 



N_Geneseq_16Dec04 : * 

1 ; geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5 : geneseqn2 001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 


39 


4 


96 


1 


593 


12 


ACH67429 


Ach67429 Human geh 


2 


39 


4 


96 


1 


1431 


6 


ABS54812 


Abs54812 cDNA enco 


3 


39 


4 


96 


1 


'1473 


6 


ABS54816 


Abs54816 CDNA enco 


4 


39 


4 


96 


1 


1610 


2 


AAQ89226 


Aaq8 9226 Human mu 


5 


39 


4 


96 


1 


1610 


3 


AAA59503 


Aaa59503 cDNA enco 


6 


39 


4 


96 


1 


1610 


13 


ADR44881 


Adr44881 Human mu- 


7 


39 


4 


96 


1 


2149 


6 


ABS54815 


Abs54815 cDNA enco 


8 


39 


4 


96 


1 


2160 


2 


AAQ93102 


Aaq93102 Human mu 


9 


39 


4 


96 


1 


2162 


2 


AAV61995 


Aav61995 Human mu- 


10 


39 


4 


96 


1 


2162 


2 


AAV61986 


Aav61986 Human mu- 


11 


39 


4 


96 


1 


2162 


2 


AAV61991 


Aav61991 Human mu- 



1 o 


1 Q 


A 




. ± 


z 1 bz 


z 


AAVOiyoo 




7 Q 


A 
. ^ 


yb 


. X 


z X bz 


z 


A A \7C 1 Q Q >1 

AA vb 1 y 0 4 


1 4 
i r± 


7 Q 


. *± 


yo 


. X 


Z X oz 


0 
z 


A A\7C 1 QQil 

vo X y y 4 


± o 


7 Q 


/I 


yb 


. X 


9 1 CO 

z X bz 


z 


A a\7C 1 Q Q 0 

AAVb X y 0 / 


XD 


7 Q 


A 
. ft 


yb 


. X 


9 1 CO 

z X bz 


z 


A A"\/C 1 Q Q 0 

AA Vb 1 y y z 


1 7 


7 Q 


/I 


yb 


. X 


9 1 C9 

z X oz 


0 

z 


A A\7C 1 QQ A 

AAVb X y y u 


^ ft 

X o 


7 Q 


/I 
. ft 


yb 


1 

. X 


9 1 CO 
Z X OZ 


0 


A A\7C 1 Q Q 1 

AAVb X yy J 


X -/ 


7 Q 


. ft 


yo 


. X 


91 C9 
Z X DZ 


0 
z 


A A \ 7C 1 Q Q C 

AAVb X yo D 




7 Q 


A 
. ft 


yo 


. X 


0 1 CO 

z X bz 


z 


A A T 7C 1 Q 0 Q 

AAVb 1 y 0 y 




7 Q 


A 
. ft 


y b 


1 

. X 


0 1 CO 

z X bz . 




AA^oo4 / U 




7 Q 
o y 


/I 


y b , 


. X 


0 1 c 0 
z 1 bz 


b 


ArsK14 yb J 


9 7 


7 Q 


. ft 


yo 


. X 


0 1 c 0 
z Xbz 


Q 


AJdZ4zby / 


94 


7 Q 


/I 
. ft 


Q iZ 

yb . 


. X 


0 T c 0 
z X oz 


lU 


AJJLz lb J4 


9 E=i 


7 Q 


. ft 


yb , 


. X 


0 1 c 0 
z 1 bz 


1 A 

lU 


AtJAbb / o 1 


D 


39 


.4 


yb . 


. X 


0 1 c 0 
z 1 bz 


1 0 

iz 


AJJl bob / / 


97 


39 


.4 


y b . 


. X 


0 1 CO 
z X b.^i 


1 0 

Iz 


A T\r\'^ A A 1 O 


9ft 
z> o 


39 


.4 


y D . 


1 

. X 


99 7Q 
z z / ^ 


0 
0 


A A PiR 1 0 0 C 
PiJr^lJZ> XZZ 0 


9 Q 


39 


.4 


-? b - 


. X 


QA 9 C 

y fi z 0 


1 7 


AUK4 4 0 J b 


^ u 


39 


.4 


y b , 


. X 


Q ET C Q 

y Dby 




A no /I /I 0 /I 0 

AUK4 4 0 4 z 


^ X 


39 


.4 


Q CZ 

y b . 


, X 


1 nzi 70 
X Uft / z 


1 7 


AJJK4 4 0 / 0 


7 9 


29 


7 ri 


•7 


Xft U X 


lo 


A T\0 A A 0 A 0 

AUK4 4 0 4 0 




29 


7 ri 


. / 


1 C 1 Q 

X b lo 


Z 


AAyo yzzz 




29 


7 n 


n 

, / 


1 C 1 Q 

X b Xo 


z 


AA/^QQOOO 

AAyy yzzo 




29 


/ u . 




1 C 1 Q 

lb lo 




AAAby 4 y y 


7 


28 


.4 


by . 




TOOT 

lo 0 1 


1-5 


AUK4 4o dU 


7 n 
o / 


27 


b D - 


y 


T A 0 0 /I C 


1-5 


A 'Or^l T ^ /I *"! 

AJ3Ujzb4z 


7 ft 


26 


.6 


b-ft , 


Q 

y 


C /I 0 /I 

04 y 4 


b 


A TDT 0 0 0 d T 

AbLiJ J jyz 


7 Q 


26 


.6 


b4 , 


y 


C /( Q /I 

04 y 4 


0 


AAU^ 0 J y U 


40 


24 


58, 


, 5 


6494 


6 


ABL33393 


41 


24 


58. 


, 5 


6494 


6 


AAD28391 


42 


23 


.6 


57. 


,6 


1415 


13 


ADR44844 


43 


22 


.6 


55. 


1 


1959 


4 


AAI12869 


44 


22 


.6 


55. 


1 


1959 


4 


ABA54 57 0 


45 


22 


.6 


55. 


1 


1959 


4 


AAI34225 



Aav61988 Human mu- 
Aav61984 Human mu- 
Aav61994 Human mu- 
Aav61987 Human mu- 
Aav61992 Human mu- 
Aav61990 Human mu- 
Aav61993 Human mu- 
Aav61985 Human mu- 
Aav61989 Human mu- 
Aaz88470 Human mu 
Abkl4 953 Human mu 
Abz42697 Human opi 
Adc21534 Human DNA 
Aca56781 Human sig 
Adi56577 Human pol 
Ado30013 Human GPC 
Aad51226 Human REM 
Adr44835 FIV opioi 
Adr44842 FIV-NSE-H 
Adr44876 Plasmid p 
Adr44848 Rat mu-op 
Aaq89222 Rat mu op 
Aaq89223 Transcrip 
Aaa594 99 cDNA enco 
Adr44850 Porcine m 
Abd32542 Mouse can 
Abl33392 Human imm 
Aad28390 Human che 
Abl33393 Human imm 
Aad28391 Human che 

Adr44 844 Bovine mu 
Aail2869 Probe #28 
Aba54570 Human foe 
Aai34225 Probe #29 



Run on: 



May 14, 2005, 05:08:06 ; Search time 82.4 Seconds 

(without alignments) 
814.167 Million cell updates/sec 



Title: US-09-883-839-l-T153_COPY_133_173 
Perfect score: 41 

Sequence: 1 cggctgaggcgcttggaacc gaaaagtctcggtgctcctg 41 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1 . 0 

Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA: * * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3: /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptddata/l/ina/PCTUS_COMB.seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


39.4 


96 


1 


1610 


3 


US-08-889-108-7 


Sequence 


7, Appli 


2 


39.4 


96 


1 


1610 


5 


PCT-US94-10358-7 


Sequence 


1, Appli 


3 


39.4 


96 


1 


2160 


3 


US-08-188-275A-1 


Sequence 


1, Appli 


4 


39.4 


96 


1 


2162 


3 


US-09-351-198-1 


Sequence 


1, Appli 


5 


39.4 


96 


1 


2162 


3 


US-09-113-426-1 


Sequence 


1, Appli 


6 


39.4 


96 


1 


2162 


4 


US-09-016-434-1379 


Sequence 


1379, Ap 


7 


39.4 


96 


1 


2162 


4 


US-09-355-709C-7 


Sequence 


7, Appli 


8 


29 


70 


7 


1618 


3 


US-08-889-108-1 


Sequence 


1, Appli 


9 


29 


70 


7 


1618 


3 


US-08-889-108-3 


Sequence 


3, Appli 


10 


29 


70 


7 


1618 


3 


US-08-120-601B-1 


Sequence 


1, Appli 


11 


29 


70 


7 


1618 


3 


US-08-120-601B-3 


Sequence 


3 , Appl i 


12 


29 


70 


7 


1618 


5 


PCT-US94-10358-1 


Sequence 


1, Appli 


13 


29 


70 


7 


1618 


5 


PCT-US94-10358-3 


Sequence 


3, Appli 


14 


21.4 


52 


2 


1610 


4 


US-09-761-962A-16 


Sequence 


16, Appl 


15 


21.4 


52 


2 


1981 


3 


US-08-387-707-15 


Sequence 


15, Appl 


16 


21 .4 


52 


2 


1981 


3 


US-08-405-27iA-15 


Sequence 


15, Appl 


17 


21 .4 


52 


2 


2229 


4 


US-09-214-904-1 


Sequence 


1 , Appl i 


c 18 


21.2 


51 


7 


2020 


4 


US-09-567-003C-17 


Sequence 


17, Appl 



c 


1 9 


90 


Q 

. o 


RO 


7 


4 7Q7 


4 




0<? 


-Q7fi 


- SQ4 - Qft ft 


O C V.^ U Ci C 


988, App 




90 

\J 


9 0 


o 
. o 


RO 


7 


ft fion 


-> 




OQ 


-4 S7 


-70ft - 1 




1, 


Appli 


C 
V- 


^ J. 


9 0 


Q 

. o 


RO 


7 


ft fion 

O O V V/ 


4 




OQ 


- QSO 
o u 


- 04 fia - 1 




1, 


Appli 


r* 




9 0 


c 

. D 


RO 


o 
. z 




' 4 


tic: - 


OQ 


- Q4 Q 


-01 f^-7'^791 
~UXD /ZX 




73721, A 


\^ 




9 0 


C 

. o 


RO 


. z 


DUX 


4 


TTQ - 


OQ 


- Q4 Q 


-01 ^-1 R^Q 04 




154904, 




94 


9 0 


. D 


RO 


. z 


± J X X 


4 


Tjc; - 


OQ 


- Q4 Q 


-01 f;-9'^7ft 
UXD — Zj / O 


C!o/^i 1 on r^o 


2378, Ap 




25 


20 


• o 


so 


2 


3114 


4 




OQ 


o Z \J 


-"^1 9T^- SO 

O X Z L/ J VJ 


Q om 1 on o 


50. 


. Appl 


Q 


26 


20 


. 6 


50 


. 2 


25194 


4 




09 


-Q4 Q 


-01fi-17ftft7 


Qom 1 on r^o 


13887, A 




27 


20 


6 


50 


. 2 


125192 


4 




OQ 


-Q4 Q 


-01^^-14190 


Q oo"! 1 on o 


14120, A 




28 


20 


6 


so 


2 


J *± W J o v 


4 




OQ 


-Q4 Q 


-01 fi- 1 41 7Q 

VXD X'lX/;? 


Q o O"! 1 on o 


14179, A 


Q 


29 


20 


. o 


so 


2 


^ O ^ X J KJ 


4 




OQ 


-Q4Q 


-01 fi- 1 fi07^ 




16073, A 




30 


20 


, 4 


49 


. 8 


2002 


4 


w <j 


OQ 


-01 

U X o 


-434 - 1172 


Qom 1 on r'O 


1172, Ap 




31 


20 , 


, 4 


49 , 


. 8 


2140 


1 


US- 


08' 


-334 


-fiQft - 1 

VJ J O X 


CJ o pri 1 on o 
O C (wj u Cl n_ c 


1, 


Appli 




32 


20 


. 4 


4 9 




214 0 






OA 


-99ft 
z z o 


_Q79 _ 1 

-/ J Z X 


Q oo^i 1 on o 


1, 


Appli 






90 


4 


4 Q 


ft 


914 0 


1 

X 




Oft 


-4 fift 

ri D O 


_Q:i Q _ 1 
-7 J -? X 


Qo/^i ion ^o 


1, 


Appli 






90 


4 


4 Q 


ft 


914 0 


O 
z 


tic: - 


Oft 


-4 Ofi 


- ft s sa - 1 

OD DM. X 


Co/^i 1 on /^o 


1, 


Appli 






90 


4 


4 Q 


ft 
. o 


914 0 


O 
z 


tic: - 


08 


-722 


- 1 QO - 1 
- X J U X 


C o/~Ti 1 on /"< a 


1, 


Appli 




J o 


90 


4 


4 Q 


ft 


914 0 

Z X 1 u 


-) 


TTc:_ 


08 


-244 


- S4 - 1 


O o/^i 1 ^n 


1, 


Appli 




-5 / 


9 0 


A 
. *± 


4 Q 


ft 

. o 


914 0 


O 


TIQ- 


09 


-206 


_ Q Q Q 1 

- o y y - X 


beQuence 


1, 


Appli 




J) o 


90 


4 


4 Q 


ft 


914 0 




TTQ - 


09 


-444 


- 7R 7 - 1 
/ 0 O X 


C 1 ^n /"i 

oequence 


1, 


Appli 




39 


20 . 


. 4 


49 ■ 


. 8 


2140 


3 


US- 


09 


-688 


-415-1 


CJom lonr'o 


1, 


Appli 




40 


20. 


.4 


49, 


.8 


2140 


4 


us- 


09 


-444 


-783-1 


Sequence 


1, 


Appli 




41 


20. 


.4 


49. 


.8 


2140 


5 


PCl 


'-US95-I 


04203-1 


Sequence 


1, 


Appli 




42 


20. 


.4 


49. 


.8 


33155 


4 


us- 


09 


-949 


-016-16421 


Sequence 


16421, A 


c 


43 


20. 


.4 


49. 


.8 


203475 


4 


us- 


09 


-949 


-016-14516 


Sequence 


14516, A 


C 


44 


20. 


.4 


49. 


.8 


203475 


4 


us- 


09 


-949 


-016-14517 


Sequence 


14517, A 


C 


45 


20. 


.4 


49. 


.8 


203475 


4 


us- 


09 


-949 


-016-14518 


Sequence 


14518, A 



/ 



' GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



May 14, 2005, 05:41:31 ; Search time 353 Seconds 

(without alignments) 
710.847 Million cell updates/sec 

US-09-883-839-l-T153_COPy_133_173 
41 

1 cggctgaggcgcttggaacc . gaaaagtctcggtgctcctg 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

5662332 seqs, 3060109652 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



11324664 



Database : 



Publ ished_Appl icat ions__NA : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 



/cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq : * 
/cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB . seq: * 
/cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/2 /pubpna/US06_PUBCOMB . seq : * 
/cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq : * 
/cgn2_6/ptodata/2/pubpna/PCTUS_PUBC0MB . seq : 
/ cgn2_6 /pt oda t a / 2 /pubpna /US 0 8_NEW_PUB . s eq :. * 
/cgn2_6/ptodata/2/pubpna/US08_PUBCOMB . seq : * 
/ cgn2_6 /pt oda t a / 2 /pubpna /US 0 9 A_PUBCOMB . s eq : 
/cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 0 9_NEW_PUB . s eq : 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0A_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0B_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 C_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0D_PUBCOMB , s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 E_PUBCOMB . s eq 
/ cgn 2_6 /p t oda t a / 2 /pubpna / US 1 0 F_PUBCOMB . s eq 
/cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq 
/cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq 
/cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq 
/cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



L. 


1 

X 




A 
. *± 


-/ D . 


1 

, X 


o ^ 0 


1 

X D 


ITQ-I 0-09Q-'^ft*^-fi94 
Uo XU UZ^~jOD OZri 




D z *i , 




o 




A 
. *± 


-? D . 


1 

> X 


X *1 J X 


1 4 
X *± 


TTQ-I O-OftO-QI 7-fi 


tj tr m-l cl 1 V- tr 


^ TM0 1 1 

D , r\y)]J± X 




-x 




4 


-/ D . 


1 

, X 


14 7^ 

X *± / J 


1 4 

X rt 


TJCJ-I O-OftO-QI 7-1 

UO XVJ VJOVJ -7X/ XJ 




X J , iA]J]J X 




4 


39 


.4 




1 

. X 


91 4 Q 


1 4 

X *± 


TTC-I O-OftO-QI 7-1 9 

(JO XVJ vOU _/ X / XZi 




1 9 An-nl 




c: 
-J 


39 


.4 


J? D . 


1 

, X 


91 fi9 


1 1 

X X 


nQ-nQ-ftft7-ft7Q-1 




1 A "OT^ 1 "i 




a 

D 


39 


.4 


-/ o . 


1 

, X 


91 fi9 


n 1 

X X 


TlQ-OQ-ftftT-ft^Q-^ 


C i on ^ 0 


J , M.ppx X 




7 


39 


.4 


-/ D . 


1 

. X 


91 #^9 
z X 0 z 


1 1 

X X 


TTQ-OQ-ftft^-ft'^Ci-R 


C o*^i 1 on 0 


R T^n 1 1 

J , -"-PP J- 1 




Q 
O 


39 


.4 


-7 O . 


, X 


9 1 #=;9 

z X 0 z 


1 1 

X X 


TTC;_nQ-ftR'^-ft7Q-7 


oecjuence 


7 , Appl i 




Q 
-? 


39 


.4 


-/ D . 


1 

. X 


91 f;9 

Z X 0 z 


1 1 

X X 


TJCI-OQ-flft'^-ftTQ-ft 


Sequence 


8, Appli 




X u 


39 


.4 




1 

. X 


91 f.0 
z X 0 z 


1 R 
X 3 


T TC - 1 n _ 9 9 R _ R^^ 7 a IQR 
Uo XU-ZZj-DO /i^-J-OD 


Sequence 


185, App 




1 1 

X X 


39 


.4 


D . 


. X 


91 fi9 
Z X 0 z 


1 7 

X / 


TTQ-1 0-'^0R-79n-1 '^7Q 


Sequence 


1379, Ap 




X ^ 


39 


.4 


J D . 


1 

. X 


91 

Z X D D 


1 1 

X X 


TlQ-OQ-ftft'^-ft'^Q-Q 


Sequence 


9, Appli 




X ^ 


39 


.4 




, X 


997 Q 
Z Z / 


1 Q 
X y 


T TC _ 1 0 Ann Ti A 1 '5 


Sequence 


33, Appl 




X *± 


29 


70 


7 


1 1 ft 
X D X 0 


1 0 
X \J 


Uo U-7 0^X - / zu x 


Sequence 


1, Appli 




X D 


29 


70 


7 


1 ^ 1 ft 
X 0 X 0 


1 0 
X u 


TTQ_0Q_ft41_79n 1 


Sequence 


3, Appli 


t, 


X D 


27 


AR 

DO . 


q 


1 Oftft 4 R 
X U 0 £5 ^ D 


1 ft 

X 0 


T TO 1 n "icn oqA '7 


Sequence 


7 , Appl i 




X / 


26 


.6 


D r± . 


q 


f^4 Q4 


1 R 
X 0 


TIQ-1 O-"^! 1 - 4RR_1 7^;r 
Uo XU~jXX~TtDD — XjDO 


Sequence 


1365, Ap 




1 ft 
X o 


24 


JO . 




fi4 Q4 


1 R 
X 0 


TTC;_1 0-11 1 - 4RR-1 'Xt^f^ 
Uo XVJ-jXX-^DO-XjOD 


Sequence 


1366, Ap 




X z> 


22 


.6 


RR 


> X 


X ^ D ^ 


q 




Sequence 2819, Ap 




^ \j 


21 


.8 


R'^ 

Dj . 


O 


ft 1 9 
0 X Z 


1 ft 
X 0 


TTC:_10-49R_11R Q.'\Q'XA 
Uo XVJ-^Zj-XxD-OXyj^ 


Sequence 


81934, A 




X 


21 


.8 


R'^ 


o 


1 Q ft 1 1 
X 0 X 0 X 


1 ft 
X 0 


T TC - 1 0 _ 7 7 R _ 1 q R9 


Sequence 


52, Appl 






21 


,8 


. 




1 Qft 1 f^l 

X J 0 X D X 


1 ft 
X 0 


TTQ-I 0-797-ft^^0-1 ^^R 


Sequence 


165, App 




^ o 


21 


. 6 


R9 


7 


1 0ft9 
X 0 z 


1 7 

X / 


TTC-I 0-49R-1 14-1 Q7'^4 
Uo~XU~*iZO-XXrt - X^jj^ 


Sequence 


19334, A 




24 


21 


.6 


R9 


7 


1 R1 1 

X O X X 


1 7 
X / 


TTC-1 0-494-RQQ-R1 ftQQ 
UO~XU~r±Zr£-Oi?i7-DXC5-?-/ 


Sequence 


51899, A 






21 


.4 


R9 


9 


970 


1 7 
X / 


TTQ-1 0-949-R7Ra-797R 
UiI>~XU Z~iZ - JO Dr\— j Z / D 


Sequence 


3275, Ap 




Z D 


21 


.4 


R9 


9 


z / u 


1 7 
X / 


TTC_10 OQR HQ'iA '59'7R 
Ub-lU-UcSj - / O JA-J Z / J 


Sequence 


3275, Ap 




^ / 


21 


-4 


R9 


> z 


"^4 
^ J 


1 4 

Xt: 


TTQ-1 0-1 ftR-Oftl-44 
U 0 X U X 0 J U 0 J - ^ *t 


Sequence 


44, Appl 




^ o 


21 


.4 


R9 


9 


14 4 0 


1 4 

X *± 


TIC-1 0-1 ftR-0ft7-1 R 
UoXU^XOOUOj Xj 


Sequence 


15, Appl 




9Q 


21 


.4 


R9 


9 


±00 y 


1 4 

X rt 


TTQ-1 0-1 ftR-0ft7-1 7 
Uo-XU XOj UOj X / 


Sequence 


17, Appl 






21 


.4 


CO 


o 


1^10 

X D X U 


Q 

-7 


TTQ-OQ-7^1 -Qf^O -1 
Uj KJzf /DX-i?DZ-XD 


Sequence 16, Appl 




_> X 


21 


,4 


R9 




1 fil 0 
X 0 X u 


1 R 
X D 


TTQ-1 0-9ft7-'^00-l 
UD XU Zt3j jUU~XD 


Sequence 


16, Appl 




~> £i 


21 


.4 


R9 




1 1 4 
X D X *± 


1 4 
X ft 


TTQ-1 0-1 ftR-Oft'^-1 


Sequence 


16, Appl 






21 


.4 


R9 


9 


1 Qft 1 

X _7 0 X 


q 


TTQ-0Q-ft9'^-1 14-1 R 
UC) U-7 oZj — XXrt - Xj 


Sequence 15, Appl 






21 


.4 


R9 


9 


1 Qft 1 
X :? 0 X 


1 R 

X J 


TTQ-1 0-9Q0-74ft-1 R 


Sequence 


15, Appl 




35 


21 


.4 


52 . 


. 2 


2229 


9 


US-09-214-904-1 


Sequence 1, Appli 


C 


36 


21 


.4 


52 , 


.2 


68255 


13 


US-10-087-192-772 


Sequence 


772, App 




37 


21 


.4 


52 , 


.2 


439892 


13 


US-10-087-192-454 


Sequence 


4 54, App 


c 


38 


21 


.2 


51 , 


.7 


2020 


18 


US-10-626-671-17 


Sequence 


17, Appl 




39 


21 


51 , 


.2 


474 


18 


US-10-437-963-59290 


Sequence 


59290, A 


c 


40 


21 


51, 


.2 


1023 


17 


US-10-374-780A-1745 


Sequence 


1745, Ap 


c 


41 


• 21 


51. 


,2 


1340 


17 


US-10-424-599-60303 


Sequence 


60303, A 




42 


21 


51. 


.2 


1660 


18 


US-10-437-963-59286 


Sequence 


59286, A 


c 


43 


20 


.8 


50. 


. 7 


201 


18 


US-10-719-993-5415 


Sequence 


5415, Ap 


c 


44 


20 


.8 


50. 


, 7 


201 


18 


US-10-719-993-5421 


Sequence 


5421, Ap 


c 


45 


20 


.8 


50. 


, 7 


201 


18 


US-10-719-993-5458 


Sequence 


54 58, Ap 



OM nucleic - nucleic search, using sw model 



Run on : 



May 14, 2005, 05:08:06 ; Search time 2468,2 Seconds 

(without alignments) 
632.297 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-09-883-839-l-T153_COPY_133_173 
41 

1 cggctgaggcgcttggaacc gaaaagtctcggtgctcctg 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 



68479088 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



EST: 



1 
2 
3 
4 
5 
6 
7 
8 

9: 



gb 
gb 

gb 

gb 

gb_ 

gb_ 

gb_ 

gb 

gb 



estl : * 
_est2 : * 

htC:* 

_est3 : * 

est4 : * 

est5:* 
est6: * 
gssl : * 
gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution, 

SUMMARIES 

% 

Result Query 





NO- 


Score 


Match 


Length 


DB 


ID 


Description 




1 


39.4 


96 


1 


582 


5 


BP346782 


BP346782 BP346782 


c 


2 


27.2 


66 


3 


331 


9 


CL525231 


CL525231 AM0652 Sa 




3 


24 .4 


59 


5 


871 


4 


BI461844 


BI461844 603207556 




'4 


23.8 


58 


0 


473 


8 


BZ921550 


BZ921550 CH240_119 




5 


23 . 6 


57 


6 


1060 


8 


CC265603 


CC265603 CH261-28G 


c 


6 


23 


56 


1 


360 


1 


AV189670 


AV189670 AV189670 


c 


7 


23 


56 


1 


360 


7 


D73743 


D73743 CELK062FZF 




8 


23 


56 


1 


717 


9 


CC558335 


CC558335 CH240_466 


c 


9 


23 


56 


1 


1212 


9 


AG430659 


AG430659 Mus muscu 


c 


10 


22 . 8 


55 


6 


925 


7 


CF577636 


CF577636 AGENCOURT 


c 


11 


22 . 6 


55 


1 


1037 


5 


BX386325 


BX386325 BX386325 


c 


12 


22 .4 


54 


6 


409 


8 


BH881925 


BH881925 hv29a03,b 




13 


22.4 


54 


6 


724 


4 


BM048033 


BM048033 603620353 





14 


22 . 4 


R4 




797 


4 


RMm 09 RO 


RM01 OQRO 


fi07f^74 RQ4 




15 


22 . 4 






ft 0"^ 
o uo 


Q 
o 


r\Lj O O ^ Zi O X 


A7ft 7Q9ft 1 

r\£-iO O -7 Z O X 


9M0 1 7 RP1 R 
ZlMVJXJDfXD 


Q 


16 


22 . 2 


-J T . 


\ 


619 

O X J 


a 

o 


AnRR4001 


AORR4 001 

"Si o o *± \J X 


RPpT _ 1 1 _ A 
rtrv^x xx *± 




17 


22 2 


R4 


1 

> X 


D -/ O 


Q 
o 


R709 Rl fi7 


R709 R 1 *^7 

OZj VJ Z D X Q / 


uciiDoyu^ . 




J- o 


99 9 


"^4 


> X 


-? O -7 


Q 


V_i>J O Z V_ U ir 


AT.1 QnR4 


i c L X a OUUIl 






99 9 




1 

> X 


-/ O D 




R07 07 Q4 1 


Rn7 n7Q4 1 




c 




99 




7 


1 RO 

X D U 


Q 
O 


^04 9ft 1 9 Q 

*± Z O X z ^ 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table': 



Searched: 



May 14, 2005, 05:08:06 ; Search time 570 Seconds 

(without alignments) 
3485.375 Million' cell updates/sec 

■US-09-883-839-l-GGC_COPY_167_207 
41 

1 gctcctggctacctcgcaca ggccggtgcccgcccggccg 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



4708233 seqs, 24227607955 residues 



9416466 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
.Listing first 45 summaries 

Database : • GenEmbl : * 

1 : gb_ba : * 

2 : gb_htg : * 

3: gb_in:* 

4 : gb_dm : * 

5 : gb_ov : * 

6 : gb_pat : * 

7 : gb_ph : * 

8 : gb_pl : * 

9 : gb_pr : * 
1 0 : gb_ro : * 

11: gb_StS:* 

12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 26.6 64.9 50-6 CQ004363 

2 26.6 64.9 1388 9 AY036623 

3 26.6 64.9 1464 9 AY036622 

4 26.6 64.9 1610 6 AR106017 



CQ004363 Sequence 
AY036623 Homo sapi 
AY036622 Homo sapi 
AR106017 Sequence 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



May 14, 2005, 05:08:06 ; Search time 280 Seconds 

(without alignments) 
866.819 Million cell updates/sec 

US-09-883-839-l-GGC_COPY_167_207 
41 

1 gctcctggctacctcgcaca ggccggtgcccgcccggccg 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 



8780412 



■Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_16Dec04 : ■ 

1 : geneseqnl980s • * 

2 : geneseqnl990s 

3 : geneseqn2000s 

4 : geneseqn2001as 

5 : geneseqn2001bs 

6 : geneseqn2002as 

7 : geneseqn2002bs 

8 : geneseqn2003as 

9 : geneseqn2003bs 
10 : geneseqn2003cs 
11 : geneseqn2003ds 
12 : geneseqn2004as 
13 : geneseqn2004bs 



Fred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: May 14, 2005, 05:08:06 ; Search time 82.4 Seconds 

(without alignments) 
814.167 Million cell updates/sec 

Title: US-09-883-839-l-GGC_COPY_167_207 
Perfect score : 4 1 

Sequence: 1 gctcctggctacctcgcaca ggccggtgcccgcccggccg 41 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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155, App 
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170, App 
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175, App 
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1, Appli 
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Sequence 


3, Appli 
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40 


21 


.4 
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4 


US-09-311-021-155 


Sequence 


155, App 


c 


41 


21 


.4 


52, 


.2 


920 


4 


US-09-620-312D-132 


Sequence 


132, App 




42 


21 


.4 


52, 


.2 


1134 


1 


US-08-087-772A-14 


Sequence 


14, Appl 




43 


21 
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52, 


.2 


1227 


1 


US-07-916-901-1 


Sequence 


1, Appli 




44 


21 
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52 , 
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1 


US-08-351-473B-7 


Sequence 


7, Appli 




45 
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US-09-543-681A-1509 


Sequence 


1509, Ap 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



May 14, 2005, 05:41:31 ; Search time 353 Seconds • 

(without alignments) 
710.847 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 



US-09-883-839-l-GGC_COPY_167_207 
41 

1 gctcctggctacctcgcaca ggccggtgcccgcccggccg 41 



Scoring table: 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 5662332 seqs, 3060109652 residues 

Total number of hits satisfying chosen parameters: 11324664 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07__PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB.seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq : * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
10: / cgn2_6 /pt oda t a / 2 /pubpna /US 0 9B_PUBC0MB .seq:* 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB.seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 
15: / cgn2_6 /pt oda t a / 2 /pubpna /US 1 0C_PUBCOMB . s eq : * 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
18: / cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 F_PUBCOMB . s eq : * 
19 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq : * 
20 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB. seq: * 
21 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB.seq: * 
22 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB.seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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OM nucleic - nucleic search, using sw model 



Run on: 



Title: 



May 14, 2005, 05:08:06 ; Search time 2468.2 Seconds 

(without alignments) 
632.297 Million cell updates/sec 



US-09 -883 -839-1 -GGC_COPY_167_207 
Perfect score: 41 

Sequence: 1 gctcctggctacctcgcaca ggccggtgcccgcccggccg 41 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 



68479088 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



EST: 



gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb 



estl : * 
est2 : * 

"htC : * 

_est3 : * 

_est4 : * 

_est5 : * 
est6 : * 
gssl : * 
gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 





NO- 


Score 


Match 


Length 


DB 


ID 


Description 


c 


1 


27 


2 


66 


3 


392 


5 


BP456446 


BP456446 


BP456446 


c 


2 


26 


2 


63 


9 


425 


5 


BY217894 


BY217894 


BY217894 


c 


3 


25 


6 


62 


4 


377 


2 


BB872468 


BB872468 


BB872468 


c 


4 


25 


6 


62 


4 


570 


5 


BP454872 


BP454872 


BP454872 


c 


5 


25 


6 


62 


4 


614 


5 


BP146308 


BP146308 


BP146308 


c 


6 


25 


6 


62 


4 


643 


5 


BP458009 


BP458009 


BP458009 


c 


7 


25 


6 


62 


4 


669 


5 


BP148780 


BP148780 


BP148780 


c 


8 


25 


6 


62 


4 


679 


4 


BI182001 


BI182001 


UNL-P-FN- 




9 


25 


6 


62 


4 


707 


6 


CA172566 


CA172566 


SCSGSBIOO 


c 


10 


25 


6 


62 


4 


727 


5 


BP455632 


BP455632 


BP455632 


c 


11 


25 


6 


62 


4 


750 


5 


BP150223 


BP150223 


BP150223 


c 


12 


25 


6 


62 


4 


753 


5 


BP144546 


BP144546 


BP144546 


c 


13 


25 


6 


62 


4 


770 


5 


BP172448 


BP172448 


BP172448 



c 


T A 

14 


25 


-6 


oz . 


A 

4 


/ y y 


c: 
D 


nr4 bo 1 b 1 


DDA C 9 1 R 1 
bJr4 O J lb 1 


DDA /T O T cr T 

bF4 DO lb 1 


c 


15 


25 


.6 


bZ . 


A 

4 


Q A O 

o Uo 


D 


DDI /) /I O "5 Q 

0^14 4 o 3o 


DDI ^AQ9Q 
bF14 4 O JO 


bF144cS Jo 


c 


1 D 


25 


.6 


bz . 


A 

4 


Q'iQ 
OJO 


D 


DDI 09T7C 

rSrl /z / / b 


DDI 9099 c: 
br 1 /Z / / b 


DDT '79'7'7C; 

bFl /z / / b 


c 


1 / 


25 


.5 


bz . 


4 


OCT 


c 
D 


DDI Ti/I Tl 

oFl /-54-50 


DDI ^9 A 9 9 
bPl / J 4 JO 


DDT ni A 99 

bFl /J4 J-5 




1 D 

1 o 


25 


.2 


ol . 


rr 
D 


lUUb 


4 


. bl / -5 Ub 1 1 


bl /-5 Ubl 1 


bU-5-5blUl-5 




1 Q 

1 y 


25 


bl . 


U 


DO 1 


/ 


OXT O 9 R 1 9 

LiN Z J b b 1 Z 


OMO 9 R 1 9 

L-W z o b b 1 z 


UTT D 1 T 1 r^f\ R 

vVLibl 1 HwUb 




z U 


25 


b 1 - 


U 


R Q 9 
DOZ 




t5r J4 b / (3 Z 


nD9il^;9Q9 
bir j4d /oZ 


nD9A^^9Q9 
Dir-5^ D / OZ 






25 


bl . 


. U 


/ du 


/ 


L-Uy-54 bb 1 


L-L/y j4 bb 1 




c 




25 


bl . 


A 

u 


Q ^^9 

y bz 


Q 
O 


UL,4 1 J J 4 / • 


L.L.4 1-5 J4 / 


DT TTjr* T n 9 Tn 


c 


Z J 




. D 


bU . 


. U 


Ton 
JzU 


o 


DT?/1 C 9 C Q O 

br 4 b-5 by / 


br 4b J by / 


T TT M f^f^C\r\ 
Ul -lYi-L.oUp 


c 


O /I 


Z rz 


c 
* P 


bU . 


. u 


Q o o 


D 


D VI O A n C A 

b I lz4 / b4 


DV1 0/1 n C A 

b X lz4 /b4 


DVT 0/1 n C A 

b X 1Z4 / b4 


c 


O c: 
Z 3 


OA 
Z ^ 


. D 


bU . 


A 

. u 


TOO 
JZz 


cr 


Dv9'3noc:i 
b I -3-5 Uz b 1 


bx-5-5Uzbl 


D V9 9 A9 tr T 

bx JJUzbl 


c 


Z D 


Z % 


. D 


b U , 


A 

, u 


19 9 
oZ J 


(T 


D V9 1 Q n 9 1 
biJlOUZl 


D V9 1 Q n 9 1 

bxjlovJZl 


nV9 1 Q A9 1 

b X -5 1 o UZ 1 


c 


z / 


0 A 
Z fi 


(Z 
. D 


bU . 


A 

. u 


1 T /I 


b 


D V"7 O C C O A 

bl /bbbyu 


bx /obbyu 


DVTO CCQA 

bx /obbyu 


c 


O Q 

z o 


O A 
Z ^ 


. D 


bU . 


A 

. u 


O "3 C 


O 


DV T O r\ A Q T 

b I lb U4 y / 


DVT OA/1 

bxloU4y / 


DVT OA/lOT 

bx ioU4y / 


c 


O Q 


O A 
Z 4 


. O 


ez n 
bU . 


A 

. U 


0 1 Q 




bi-5zlobb 


DVOOT OC^ 

bx Jz Itibb 


DVOOT OC^T 

bx -5z lobb 


c 


J u 


z4 


(Z 

. O 


£Z n 
bU . 


A 

. U 


0 Q Q 

-5 J y 


IT 

D 


biiyyi4 / 


DV1 QQT A ^ 

b I ly y 14 / 


DVT Q Q T /( 

bxiyyi4 / 


c 


J 1 


24 


.6 


b U . 


A 

, U 


9 9 Q 

o -5 y 


c 
D 


Q V9 A Q "7 Q 

bizuby / y 


DVOACCTQ 

bxzuby / y 


DVOACQOQ 

bxzuby /y 


c 




24 


.6 


bU . 


A 

. U 


T /I o 

J4 J 




bxjzl / / -3 


DVOOT T T O 

bx-5zl / /j 


DVOOT '7'*7'D 
b I OZ 1 / / J 


c 




24 


.6 


bU . 


A 
. U 


"3 yl R 
J4D 




DV1 O Q O O /I 

biioyyo4 


DVT OQQO/1 

bxioyyo4 


DVT OQQO/1 

b X lo y y 04 


c 


J5 4 


24 


.6 


bU . 


A 

. u 


T /I £:r 
-54b 


b 


D VO T Q A Q 

biziybuy 


DVOT Q^AQ 

b X z ly buy 


D VO T Q A Q 

bx z 1 y buy 


c 




24 


,6 


iz n 
bU . 


A 

. u 


T >i ^ 
J4b 


b 


bxzoz-5ob 


bx Z-5z-5ob 


DVO O O O O C 

bx z jzoob 


c 


-3 b 


24 


.6 


bU . 


A 
. U 


9 j4 T 
J4 / 


b 


b I lo U4 y U 


"DVT Q Ayl Q n 

b X loU4 y u 


D V 1 O A >1 Q A 

b I lo U4 y U 


c 


J / 


24 


.6 


bU . 


A 

. u 


O /I Q 

-54 y 


b 


D VO O O A T A 

bxzzz Ul U 


DVOOOAT A 

Bxzzz UlU 


DVOOOAT A 

bxzzzUlU 


c 


~i D 

j5c> 


24 


.6 


bU . 


A 

. U 


-5 bl 


b 


DVT Q c o c: 
bx ly boob 


DVT QC^OC 

BYiy Dbo 5 


DVT dCfZQC 

BYiy 5685 


c 


39 


24 


,6 


60 , 


. 0 


352 


5 


BY338859 


. BY338859 


BY338859 


c 


40 


24 


.6 


60, 


. 0 


352 


6 


BY783355 


BY783355 


BY783355 


c 


41 


24 


.6 


60, 


. 0 


353 


5 


BY074956 • 


BY074956 


BY074956 


c 


42 


24 


.6 


60, 


. 0 


353 


5 


BY209059 


BY209059 


BY209059 


c 


43 


24 


• 6 


60, 


. 0 


356 


2 


BB842729 


BB842729 


BB842729 


c 


44 


24 


.6 


60, 


.0 


356 


5 


BY232230 


BY232230 


BY232230 


c 


45 


24 


.6 


60, 


.0 


357 


5 


BY183890 


BY183890 


BY183890 



